Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3106-G23-Q1-K1-E4 

BLASTX 

g2498280 

150 

7.0e-10 

98 
33 

D15KZ1 PROTEIN >gi_90653_pir A30222 hypothetical DISKzl 

protein - mouse (fragment) >gi_576884 (M25773) DISKzl [Mus 
musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38703 

LIB3106-025-Q1-K1-A10 

BLASTN 

gl055367 

107 

3.0e-53 

207 

88 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38704 

LIB3106-025-Q1-K1-A2 

BLASTN 

g2565416 

51 

8.0e-20 

113 

86 

Onobrychis viciifolia oxygen-evolving enhancer protein 3 
precursor, mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38705 

LIB3106-025-Q1-K1-B6 

BLASTX 

g4580395 

352 

2.0e-33 

144 

49 

(AC007171) 
thaliana] 



putative kinesin-related protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38706 

LIB3106-025-Q1-K1-B7 

BLASTN 

g2257597 

37 

1.0e-ll 

133 
82 

Robinia pseudoacacia mRNA for phosphoglycerate kinase, 
partial cds 



Seq. No. 
Seq. ID 



38707 

LIB3106-025-Q1-K1-C1 



5997 



ft 



# 



Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g3236238 

142 

7.0e~09 

47 

62 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 

38708 

LIB3106-025-Q1-K1-G12 

BLASTX 

g2529662 

173 

5.0e-13 

49 

76 

(AC002535) putative small nuclear ribonucleoprotein, Sm D2 
[Arabidopsis thaliana] >gi_3738278 (AC005309) putative 
small nuclear ribonucleoprotein, Sm D2 [Arabidopsis 
thaliana] 

38709 

LIB3106-026-Q1-K1-A3 

BLASTX 

gl709358 

284 

2.0e-25 

85 

59 

NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 

PHOSPHOHYDROLASE) (NTPASE) >gi_629638_pir S48859 

nucleoside triphosphatase - garden pea 

>gi_2129890jpir S65147 nucleoside triphosphatase 

precursor, chromatin-associated - garden pea 
>gi_563612_emb_CAA83655_ (232743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173_dbj_BAA75506 . 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 

38710 

LIB3106-026-Q1-K1-C3 

BLASTN 

g403326 

51 

1.0e-19 

127 

85 

T.repens TrMTIA mRNA for metallothionein-like protein 
38711 

LIB3106-026-Q1-K1-C4 

BLASTX 

g3128168 

255 

4.0e-22 
96 



5998 



fl 



• 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

38712 

LIB3106-026-Q1-K1-F6 

BLASTX 

g2529683 

166 

1.0e-ll 

55 
56 

(AC002535) unknown protein [Arabidopsis thaliana] 
38713 

LIB3106-027-Q1-K1-F12 

BLASTN 

g984307 

104 

9.0e-52 

165 

90 

Glycine max ribosomal protein SI 6' (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 
component (psal), ORE 202 protein (ORE 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 



Seq. No. 


38714 


Seq. ID 


LIB3106-028-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2677830 


BLAST score 


251 


E value 


1.0e-21 


Match length 


112 


% identity 


54 


NCBI Description 


(U93168) ribosomal protein L12 [Prunus armeniaca] 


Seq. No. 


38715 


Seq. ID 


LIB3106-028-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g595768 


BLAST score 


148 


E value 


l.Ge-09 


Match length 


46 


% identity 


63 


NCBI Description 


(U138 66) non-functional lacZ alpha peptide [Cloning 


Seq. No. 


38716 


Seq. ID 


LIB3106-028-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2695711 


BLAST score 


96 


E value 


8.0e-10 


Match length 


63 


% identity 


54 


NCBI Description 


(AJ001370) cytochome b5 [Olea europaea] 



5999 



it • 



Seq. No. 


38717 


Seq. ID 


LIB3106-028-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


gl053215 


BLAST score 


120 


E value 


6.0e-61 


Match length 


292 


% identity 


85 


NCBI Description 


Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 




nuclear gene encoding chloroplast protein, complete cds 


Seq. No. 


38718 


Seq. ID 


LIB3106-028-Q1-K1-G6 


Method 


BLASTN 


NCBI GI 


gl70089 


BLAST score 


79 


E value 


1. Oe-36 


Match length 


191 


% identity 


85 


NCBI Description 


G.max vegetative storage protien mRNA (VSP27 ) , complete cd 


Seq. No. 


38719 


Seq. ID 


LIB3106-028-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3090403 


BLAST score 


194 


E value 


7.0e-15 


Match length 


75 


% identity 


57 


NCBI Description 


(AJ005671) cytochrome b6f complex subunit [Arabidopsis 




thaliana] 


Seq. No. 


38720 


Seq. ID 


LIB3106-028-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4006876 


BLAST score 


283 


E value 


3.0e-25 


Match length 


140 


% identity 


47 


NCBI Description 


(Z99707) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


38721 


Seq. ID 


LIB3106-030-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g!871577 


BLAST score 


224 


E value 


3.0e-18 


Match length 


50 


% identity 


86 


NCBI Description 


(Y11553) putative 21kD protein precursor [Medicago sativa] 


Seq. No. 


38722 


Seq. ID 


LIB3106-030-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2129740 



6000 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

286 

8.0e-26 

82 

62 

small nuclear ribonucleoprotein - Arabidopsis thaliana 

>gi_2129756_pir S71411 Ul snRNP 70K protein - Arabidopsis 

thaliana >gi_1255711 (M93439) small nuclear 
ribonucleoprotein [Arabidopsis thaliana] >gi_1354 469 
(U52909) Ul snRNP 70K protein [Arabidopsis thaliana] 

38723 

LIB3106-031-Q1-K1-C8 

BLASTX 

g322663 

328 

2.0e-41 

128 

65 

S-receptor kinase-related protein - Chinese kale 

>gi_17 917_emb_CAA79324_ (Z18884) S-receptor kinase related 

protein [Brassica oleracea] 



Seq. No. 


38724 


Seq. ID 


LIB3106-031-Q1-K1-E10 


Method 


BLASTN 


NCBI GI 


g!69897 


BLAST score 


268 


E value 


1.0e-149 


Match length 


411 


% identity 


92 


NCBI Description 


G.max 28 kDa protein, complete cds 


Seq. No. 


38725 


Seq. ID 


LIB3106-031-Q1-K1-F1 


Method 


BLASTN 


NCBI GI 


g296444 


BLAST score 


72 


E value 


2.0e-32 


Match length 


215 


% identity 


84 


NCBI Description 


G.max ADR6 mRNA 


Seq. No. 


38726 


Seq. ID 


LIB3106-031-Q1-K1-F8 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


49 


E value 


1.0e-18 


Match length 


189 


% identity 


81 


NCBI Description 


Soybean heat-shock protein (Gmhsp2 


Seq. No. 


38727 


Seq. ID 


LIB3106-032-Q1-K1-A3 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


101 



6001 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-49 

173 
91 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

38728 

LIB3106-032-Q1-K1-B10 

BLASTX 

g595768 

151 

8.0e-10 

46 
65 

{U138 66) non-functional lacZ alpha peptide [Cloning vector] 
38729 

LIB3106-032-Q1-K1-B6 

BLASTX 

g3402704 

267 

2.0e-23 

132 

42 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
38730 

LIB3106-032-Q1-K1-B9 

BLASTX 

g4567201 

175 

1.0e-12 

62 
63 

(AC007168) 
thaliana] 



putative aspartate aminotransferase [Arabidopsis 



38731 

LIB3106-032-Q1-K1-C4 

BLASTX 

gl477565 

160 

7.0e-ll 

130 

4 

(U50078) p532 [Homo sapiens] 

>gi_4557026_ref_NP_003913.1_pHERCl_ hect {homologous to the 
E6-AP (UBE3A) carboxyl terminus) domain and RCC1 
(CHCl)-like domain (RLD) 

38732 

LIB3106-032-Q1-K1-D11 

BLASTN 

g347458 

239 

1.0e-132 
299 



6002 



(I 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Glycine max brassinosteroid-regulated protein mRNA, 
complete cds 



38733 

LIB3106-032-Q1-K1-F11 

BLASTX 

g!076626 

160 

2.0e-ll 

45 

67 

glycine rich protein - common tobacco 
>gi_790473_emb_CAA58702_ (X83731) soluble, 
protein [Nicotiana tabacum] 



glycine rich 



38734 

LIB3106-032-Q1-K1-G12 

BLASTN 

gl055367 

153 

1.0e-80 

185 
96 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

38735 

LIB3106-032-Q1-K1-G3 

BLASTX 

g2506443 

426 

8.0e-46 

136 

76 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816__ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 

38736 

LIB3106-032-Q1-K1-G4 

BLASTX 

g2388582 

291 

2.0e-30 

112 

68 

(AC000098) Contains similarity to Rattus O-GlcNAc 
transferase (gb_U76557) . [Arabidopsis thaliana] 



Seq. No. 



38737 



6003 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3106-032-Q1-K1-H7 

BLASTN 

g4103958 

121 

1.0e-61 

213 
89 

Phaseolus vulgaris calmodulin (CaM) mRNA, PvCaM-2 allele, 
complete cds 

38738 

LIB3106-033-Q1-K1-A12 

BLASTX 

g2384669 

404 

1.0e-39 

103 

69 

(AF012656) putative potassium transporter AtKTlp 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38739 

LIB3106-033-Q1-K1-A8 

BLASTX 

g4566614 

206 

3.0e-16 

87 

49 

(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 

38740 

LIB3106-033-Q1-K1-C11 

BLASTX 

g3367531 

178 

6.0e-13 

102 

38 

(AC004392) Strong similarity to gi_2160138 F19K23.6 gene 
product from A. thaliana BAC gb_AC000375. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38741 

LIB3106-033-Q1-K1-E6 

BLASTN 

gl055367 

158 

1.0e-83 

274 

89 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 
Seq. ID 



38742 

LIB3106-033-Q1-K1-F11 



6004 



o • 

Method BLASTX 
NCBI GI g3024874 
BLAST score 226 
E value 1.0e-18 
Match length 96 
% identity 46 

NCBI Description HYPOTHETICAL 50.0 KD PROTEIN SLR007 6 

>gi_1001707__dbj_BAA10544_ (D64004) hypothetical protein 
[Synechocystis sp.] 



Seq. No. 38743 

Seq. ID LIB3106-033-Q1-K1-G5 

Method BLASTX 

NCBI GI g3152594 

BLAST score 169 

E value 4.0e-12 

Match length 101 

% identity 4 

NCBI Description (AC002986) Contains repeats similar to RECA protein 

gb_L26100 from Acinetobacter calcoaceticus . [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38744 

LIB3106-033-Q1-K1-G6 

BLASTX 

gl!5577 

406 

1.0e-39 

140 
61 

PHOSPHOENOL PYRUVATE CARBOXYLASE, HOUSEKEEPING ISOZYME 

(PEPCASE) >gi_348536_pir S28614 phosphoenolpyruvate 

carboxylase (EC 4.1.1.31) - sugarcane hybrid H32-8560 
>gi_169844 (M86661) phosphoenolpyruvate carboxylase 
[Saccharum sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38745 

LIB3106-033-Q1-K1-H1 

BLASTN 

g2695930 

34 

1.0e-09 

58 

90 

Hordeum vulgare mRNA for hypothetical protein, clone RG4 9 
38746 

LIB3106-034-Q1-K1-A1 

BLASTN 

gl055367 

239 

1.0e-132 

374 

91 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



6005 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38747 

LIB3106-034-Q1-K1-A4 

BLASTN 

gl69190 

79 

9.0e-37 

79 

100 

P.hybrida 5-enolpyruvylshikimate 3-phosphate synthase mRNA, 
complete cds 



beq. ino. 


JO / tO 


Seq. 1JJ 


LIdjIUD UJy M 




D±jrlO J. vi 


NCBI GI 


g4204758 


BLAST score 


64 


E value 


2.0e-27 


Match length 


64 


% identity 


100 


NCBI Description 


Glycine max peroxidase precursor (sEPal 


Seq. No. 


38749 


Seq. ID 


LIB3106-034-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2498731 


BLAST score 


159 


E value 


6.0e-ll 


Match length 


97 


% identity 


34 


NCBI Description 


PROBABLE NADP-DEPENDENT OXIDOREDUCTASE 



>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_88 6428_emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38750 

LIB3106-034-Q1-K1-E8 

BLASTN 

g!053215 

390 

0.0e+00 

409 

99 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38751 

LIB3106-034-Q1-K1-F6 

BLASTN 

gl8761 

135 

8.0e-70 

267 

88 

Soybean 



stem mRNA for 31 kD glycoprotein 



Seq. No. 
Seq. ID 



38752 

LIB3106-034-Q1-K1-G6 



6006 



II 





"RT aC!TTJ 
JjIltIO 1 Vi 


NCBI GI 


gl70087 


BLAST score 


107 


E value 


4 , ue 3 J 


Matcn lengtn 


^y y 


CL n^J A «4— J 4... 

% identity 


Q /I 

o 4 


NCBI Description 


u.niax vegeLaLive storage protein iuiMNi-i 


Seq. No. 


■O O T C "3 

OO /DO 


beq. id 




Method 


£3L/H.O 1 IN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


y . ue — l i 


Match length 


A C 

43 


% identity 


DO 


ln^di uesciipLion 


ASnOpUS ldcvlS CJJlNjri CXOIic /nD 1 


Seq. No. 


38 /54 


beq. id 


LlbolU b-Uo4-yi-J\l-Jiy 


Method 


DT 7\ omv 

a iiAb i a 


NCBI GI 


g3152613 


BLAST score 


176 


E value 


1 . ue-12 


Match lengtn 


61 


% identity 


54 


NLbi Description 


(AUUU44oz; nypotneticai protein L^rao 


Seq. No. 


38755 


Seq. ID 


LIBoluo-Uoo-Ql-Kl-All 


Method 


BLASTX 


NCBI GI 


g3152572 


BLAST score 


181 


E value 


3.0e-13 


Match length 


92 


% identity 


4b 


NCBI Description 


(ACOOzyoo) Contains homology to DNAJ 




gb U32803 from Haemophilus mrluenzae 




tnaiianaj 


Seq. No. 


38756 


Seq. ID 


T TD"31 AC HOC HI Tf~l (~* 1 

LlDoiUO-UjO-yi-J\l-Ll 


Metnoa 


□ t TV rtmv 


NCBI GI 


g3335374 


BLAST score 


186 


E value 


4 . ue-14 


Match length 


62 


% identity 




NCBI Description 


(AC003028) glutaredoxin-like protein 


Seq. No. 


38757 


oeq. 11J 


LlDJlUO Ujj yiM U1U 


Method 


BLASTX 


NCBI GI 


g2982452 


BLAST score 


285 


E value 


2.0e-25 


Match length 


141 



(VSP25 gene) 



[Arabidopsis 



[Arabidopsis thaliana] 



6007 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 

38758 * 
LIB3106-035-Q1-K1-E3 

BLASTN 

g2905777 

121 

2.0e-61 
225 

Glycine max ribosomal protein L41 mRNA, partial cds 
38759 

LIB3106-035-Q1-K1-E7 

BIASTX 

g2191175 

169 

5.0e-12 
105 
40 

(AF007270) 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



A IG002P16.24 gene product [Arabidopsis 



38760 

LIB3106-035-Q1-K1-E8 

BLASTN 

g984307 

179 

4.0e-96 

368 

87 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransf erase (accD) , photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151) , ORF 103 protein (ORF 103), ORF 229 
precurso 

38761 

LIB3106-035-Q1-K1-F6 

BLASTN 

gl055367 

222 

1.0e-122 

341 

92 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

38762 

LIB3106-035-Q1-K1-H5 

BLASTN 

g669002 

75 

4.0e-34 
193 



6008 



% identity 85 

NCBI Description Glycine max calnexin mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38763 

LIB3106-036-Q1-K1-A3 

BLASTX 

gl31773 

119 

8.0e-09 

64 

66 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH2) 

>gi_82724_pir B30097 ribosomal protein S14 

maize 



(clone MCH2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38764 

LIB3106-036-Q1-K1-A5 

BLASTX 

gl363479 

235 

8.0e-20 

91 
58 

photosystem I protein psaL - cucumber 

>gi_801740__dbjJBAA09047_ (D50456) PsaL [Cucumis sativus] 
38765 

LIB3106-036-Q1-K1-B2 

BLASTX 

g4115534 

357 

5.0e-34 

110 

64 

(AB012114) UDP-glycose:flavonoid glycosyltransf erase [Vigna 
mungo] 

38766 

LIB3106-036-Q1-K1-E5 

BLASTN 

gl69897 

218 

1.0e-119 

413 

89 

G.max 28 kDa protein, complete cds 
38767 

LIB3106-036-Q1-K1-F11 

BLASTX 

g2982445 

208 

1.0e-16 

82 
52 

(AL022224) putative protein [Arabidopsis thaliana] 



6009 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

; € identity 

NCBI Description 



II 



38768 

LIB3106-036-Q1-K1-F2 

BLASTX 

gl076421 

200 

1.0e-15 

62 
68 

transcription factor TGA3 - Arabidopsis thaliana >gi__304113 
(L10209) transcription factor [Arabidopsis thaliana] 



beq. no . 


jo / oy 


oeq. iu 




Method 


dMo 1 IN 


NCBI CjI 


gioyoy / 


BLAST score 


350 


E value 


0.0e+00 


rJd Lull xciiy LI1 


o / \j 


% identity 


99 


NCBI Description 


G.max 28 kDa protein, complete cds 


Seq. No. 


38770 


Seq. ID 


LIB3106-036-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2347189 


BLAST score 


367 


E value 


4.0e-35 


Match length 


82 


% identity 


82 


NCBI Description 


(AC002338) hypothetical protein [Arabidopsis 




>gi_3150399 (AC004165) hypothetical protein 




thaliana] 


Seq. No. 


38771 



Seq. ID 

Method 

NCBI 61- * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3106-036-Q1-K1-H10 

BLASTX 

g4206622 • 

199 

1.0e-15 

93 

46 

(AF066857) ATP synthase beta subunit [Swietenia 
macrophylla] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38772 

LIB3106-036-Q1-K1-H3 

BLASTX 

g2252846 

198 

2.0e-15 
63 
62 

(AF013293) 
thaliana] 



Similar to phospholipase D [Arabidopsis 



Seq. No. 
Seq. ID 



38773 

LIB3106-036-Q1-K1-H5 



6010 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



BLASTX 

gl30271 

219 

8.0e-18 

86 

57 

PLASTOCYANIN PRECURSOR >gi_100238_pir S05303 plastocyanin 

precursor - tomato >gi_19300_emb_CAA32121_ (X13934) 
pre-plastocyanin (AA -64 to 106) [Lycopersicon esculentum] 



Seq. No. 


jo / / 4 


Seq. ID 


T TD"31 n*3£_("i1 — V\ _UQ 

Libjiuo UjD~yx J\i ny 


Method 






g-j q jujiU 


BLAST score 


230 


E value 


2.0e-19 


Match length 


yi 


% identity 


jj 


NCBI Description 


(AF060400) ATP synthase beta subunit [Franklandia 




fucif olia] 


Seq. No. 


38775 


Seq. ID 


LIBJlOo-Oo /-Q1-K1-A1U 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


145 


E value 


I . ue- / b 


Match length 


293 


% identity 


87 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


38776 


Seq* ID 


t ttdoi nc riOT ni yi aq 
LIBoluo-U J /-yi-l\l-Ao 


Method 


rjT t\ n rpv 




y *t U U DO / O 


BLAST score 


212 . . 


E value 


3.0e-17 


Match length 


69 


% identity 


55 


NCBI Description 


(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 


Seq. No. 


38777 


Seq. ID 


LIB3-106-037-Q1-K1-B12 


Method 


BLASTN 


NCBI GI 


g454178 


BLAST score 


139 


E value 


4.0e-72 


Match length 


235 


% identity 


90 


NCBI Description 


Glycine max rubisco-associated protein mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



38778 

LIB3106-037-Q1-K1-C1 

BLASTN 

gl055367 

182 

7.0e-98 



6011 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

393 
87 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

38779 

LIB3106-037-Q1-K1-C6 

BLASTN 

gl8741 

176 

2.0e-94 

309 

94 

Glycine max gene encoding ribulose-1, 5-bisphosphate 
carboxylase small subunit 

38780 

LIB3106-037-Q1-K1-E11 

BLASTX 

gl374991 

184 

9.0e-14 

101 

42 

(D83177) furostanol glycoside 26-O-beta-glucosidase (F26G) 
[Costus speciosus ] 

38781 

LIB3106-037-Q1-K1-E12 

BLASTN 

gl079735 

49 

2.0e-18 

179 

86 

Glycine soja ribulose 1, 5-bisphosphate carboxylase small 
subunit precursor (rbcS) gene, nuclear gene encoding 
chloroplast protein, complete cds 



Seq. No. 


38782 


Seq. ID 


LIB3106- 


Method 


BLASTN 


NCBI GI 


g441205 


BLAST score 


89 


E value 


1.0e-42 


Match length 


225 


% identity 


85 


NCBI Description 


Soybean 


Seq. No. 


38783 


Seq. ID 


LIB3106- 


Method 


BLASTN 


NCBI GI 


gl053215 


BLAST score 


393 


E value 


0.0e+00 


Match length 


413 


% identity 


99 



L-4 



6012 



CI 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq* ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

38784 

LIB3106-037-Q1-K1-G10 

BLASTN 

gl055367 

107 

2.0e-53 

119 

97 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

38785 

LIB3106-037-Q1-K1-G12 

BLASTX 

g2464880 

145 

1.0e-10 

78 

51 

(Z99707) putative protein [Arabidopsis thaliana] 
38786 

LIB3106-038-Q1-K1-A5 

BLASTX 

g2564066 

219 

5.0e-18 

69 
67 

(D45900) LEDI-3 protein [Lithospermum erythrorhizon] 
38787 

LIB3106-038-Q1-K1-A7 

BLASTX 

g3885884 

140 

6.0e-13 

85 
55 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
38788 

LIB3106-038-Q1-K1-B10 

BLASTX 

g3128228 

232 

9.0e-20 

57 

77 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq. No. 



38789 



6013 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3106-038-Q1-K1-B3 

BLASTX 

g4469025 

260 

9.0e-23 

84 
62 

(AL035602) putative protein [Arabidopsis thaliana] 
38790 

LIB3106-038-Q1-K1-B9 

BLASTN 

gl055367 

320 

1.0e-180 

384 
96 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

38791 

LIB3106-038-Q1-K1-C3 

BLASTX 

g3335372 

191 

8.0e-21 

97 
53 

(AC003028) putative SRG1 protein [Arabidopsis thaliana] 
38792 

LIB3106-038-Q1-K1-C5 

BLASTX 

g3402690 

320 

1.0e-29 
111 
59 

(AC004697; 
thaliana] 



hypothetical protein, 3* partial [Arabidopsis 



38793 

LIB3106-038-Q1-K1-C6 

BLASTN 

gl8644 

307 

1.0e-172 

341 

97 

Soybean mRNA for HMG-1 like protein 
38794 

LIB3106-038-Q1-K1-C7 

BLASTX 

g2511715 

243 

1.0e-20 



6014 



Match length 

% identity 

NCBI Description 



75 
12 

(AF019380) putative phosphatidylinositol-4-phosphate 
5-kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



38795 

LIB3106-038-Q1-K1-E8 

BLASTN 

g3982595 

118 

8.0e-60 

246 

89 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



38796 

LIB3106-038-Q1-K1-F1 

BLASTN 

gl236948 

97 

3.0e-47 

273 

84 

Glycine max lipoxygenase L-5 (vlxB) 



mRNA, complete cds 



38797 

LIB3106-038-Q1-K1-F2 

BLASTX 

g4567242 

244 

2.0e-22 

79 

72 

(AC007070) hypothetical protein [Arabidopsis thalxana] 
38798 

LIB3106-038-Q1-K1-F8 

BLASTN 

gl277165 

102 

4.0e-50 

201 

88 

Glycine max cysteine proteinase inhibitor mRNA, partial cds 
38799 

LIB3106-038-Q1-K1-G10 

BLASTX 

g505100 

176 

7.0e-13 

106 

38 

(D31886) KIAA0066 [Homo sapiens] 
38800 

LIB3106-038-Q1-K1-H1 



6015 



CI 



Method 


DT 7\ CTY 

nLitio Is*. 




gfiZ lO 11,3 


BLAST score 


203 


E value 


6.0e-16 


Match length 




-6 identity 




NCBI Description 


\PlLi\jodoz>3) xyiogiucan enaotransgiycosyiase 




[fiXa.lJlU.upolb Llld.lld.Il-a. j 


Seq. No. 


OOQA1 

JooUl 


c Qrr t Pi 


t tr^i nfi-n^Q-ni — &ri -z\i 1 

LlDjlUO Uj? yi M nil 


Method 


JdIjAo I A 


NCBI GI 


g3819708 


BLAST score 


165 


E value 


l . ue— ll 


Match length 


oy 


=§ identity 


4 / 


JNCbi Description 


vH.jzz4tiouj aeiia o spningonpia aesaturdse 


Seq. No. 


o o o n o 


beq. iu 


lil DO 1 UD UOy yi J\l rii? 


Method 


DliiiO 1 A 


IN^JjI \j±. 


rrl 1 79664 
y 1 1 / iOOi 


BLAST score 


349 


E value 


4.0e-33 


Match length 


115 


% identity 


67 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT III 



PRECURSOR 

(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_4197 91__pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38803 

LIB3106-039-Q1-K1-C1 

BLASTX 

g2492514 

532 

2.0e-54 

118 

88 

CELL DIVISION PROTEIN FTSH HOMOLOG 
>gi_1483215_emb_CAA68141_ (X99808) 
protease [Arabidopsis thaliana] 



PRECURSOR 
chloroplast 



FtsH 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38804 

LIB3106-039-Q1-K1-D5 

BLASTX 

g3288109 

164 

1.0e-ll 

83 
39 

(AJ002057) calreticulin [Beta vulgaris] 



6016 



II 



beq. LNO • 


JOOUJ 


C« orT TP) 
OfcJt^. XJJ 




Method 


xjlxH.b 1 A 


NCBI GI 


g3947735 


BLAST score 


210 


E value 


X . Uc X O 


Waicn xengtn 


i i c; 

X XO 


luenLiuy 




1NODX Uco LI XLy LXvJIl 


^ tx^J \J \J Zs 1 \J } XM XJ / *J W X Cll i LULL U U.UCX. ^ >~> \JX\X J 


beq . no . 


jOOUO 


q^rr Tf) 

uc^' -L L/ 


LTR31 06-039-O1-K1-D8 






NCBI GI 


g3212869 


BLAST score 


173 


E value 


J • Uc <£, X 


jyiai.cn xengi.n 


-7.7 


-s luennty 


D I 


NPRT np«?PT"i nti nn 


(AC004005} unknown orotein TArabidoDsis 


Cart TiT/-> 

beq. jno . 


jOOU / 


oeq» -L^ 




Mot Vi nH 


ijixrio J. a 


NCBI GI 


gl236961 


BLAST score 


315 


E value 


o . ue — z y 


Match length 


*7 O 
/ Z 


% identity 


/ H 


1NLX5J. uescnptioii 




beq. no. 


QQ Q n Q 


Qarr TVS 


LlDjiUO U-J^ yj. xvx o±x 


ixieunoci 


DJ_trt.b 1 IN 


NCBI GI 


gl277163 


BLAST score 


96 


£i ValUc 




Maiden -Lengun 


Z 41 0 


% identity 


OJ 


LNLD1 fCoOI ' LUU 


uX yLXllc l lid Ducxnc pxuucxiiaoc J-iiii-L x^u. l. 


beg. mo. 


jo 0 Ui? 


beq. iu 


LlDJlUD UftU \l± x\X riO 




RT aQfpy 




giz y/oi 


rsijAb i score 


1 / u 


E value 


i . ue~iz 


Match length 


45 


% identity 


69 


MObi Description 


ADV7aTlVT 7AT DU7A PU7AT"NT DDPrnDQAU "Srr-1 ^7^4/ 




vxtjL/ j . ^ , zz. j axpiici prcLUxboi hoc 




>gi ZlC5lOi CLDj J3HH.X^i*iUZ ^UyU^UD) OiyZa 




|_ \_/x. y ci aauxvaj 


Seq. No. 


38810 


Seq. ID 


LIB3106-040-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4455169 



KHRZOA oryzain 



6017 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



263 

4.0e-23 

92 

53 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



38811 

LIB3106-040-Q1-K1-E2 

BLASTX 

g2459420 



BLAST score 


330 


E value 


6.0e-31 


Match length 


lUU 


% identity 


66 


NCBI Description 


(ACUUzoo^) putative riDOSomax protein 




tnanana j 


Seq. No. 


1001 o 

38812 


Seq. ID 


LXBolUo-U4U-yi-J\l-l: 1^ 


Method 


BLASTX 


NCBI GI 


gl848214 


BLAST score 


220 


E value 


5 . Oe-18 


Match length 


60 


% identity 


73 


NCBI Description 


(Y11210) uracil phosphoribosyltransf e 




tabacum] 


Seq. No. 


0001 "3 

Job 1 o 


Seq. ID 


LIBolUo-(J4U-Ql Kl-r o 


Method 


BLASTN 


NCBI GI 


gl680711 


BLAST score 


114 


E value 


1 . Oe-57 


Match length 


161 


% identity 


93 


NCBI Description 


Glycine max gamma glutamyl hydrolase 


Seq. No. 


TOQ1 A 


beq. lu 


LlDJlUO U^tU yi I\X oft 


Method 


BLASTN 


NCBI GI 


g303900 


BLAST score 


182 


E value 


5.0e-98 


Match length 


286 


% identity 


30 


NCBI Description 


Soybean gene for ubiquitin, complete 


Seq. No. 


38815 


Seq. ID 


LIB3106-041-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3335335 


BLAST score 


156 


E value 


9.0e-ll 


Match length 


68 


% identity 


49 



6018 



NCBI Description 



(AC004512) ESTs gb_F14113 and gb_T42122 come from this 
region, [Arabidopsis thaliana] 



Seq. No. 


38816 


Seq. ID 


LIB3106-041-Q1-K1-C12 


LYifc; LilUU 












X-t V ctJ-Uc 


1.0e-169 


Twf *-\ 4— /-i Vi T tr± /t +■ Vt 

ixiaucn lengtn 


^71 


% xa.erjx.LLy 






n nn s v 9ft kHa nrnt'Pi n . noTrvnlpt 


Sea No 


38817 


Seq. ID 


LIB3106-041-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2554675 


BLAST score 


167 


E value 


9.0e-12 


Match length 


94 


% identity 


44 


NCBI Description 


Three-Dimensional Structure Of 



Active-Site Inhibitors >gi_2624594__pdb_lAL7_ 
Three-Dimensional Structures Of Glycolate Oxidase With 
Bound Active-Site Inhibitors 



Seq. No. 


38818 


Seq. ID 


LIB3106-041-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g484531 


BLAST score 


222 


E value 


2.0e-18 


Match length 


79 


% identity 


62 


NCBI Description 


H3.3 like histone MH321 - mouse 


Seq. No. 


38819 


Seq. ID 


LIB3106-041-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


g533691 


BLAST score 


97 


E value 


3.0e-47 


Match length 


193 


% identity 


88 


NCBI Description 


Glycine max Essex protease inhibitor 


Seq. No. 


38820 


Seq. ID 


LIB3106-041-Q1-K1-F8 


Method 


BLASTN 


NCBI GI 


g!69897 


BLAST score 


124 


E value 


3.0e-63 


Match length 


312 


% identity 


85 


NCBI Description 


G.max 28 kDa protein, complete cds 


Seq. No. 


38821 



6019 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3106-041-Q1-K1-G9 

BLASTN 

g!8764 

179 

3.0e-96 

222 
95 

G.max tefSl gene for elongation factor EF-la 
38822 

LIB3106-041-Q1-K1-H10 

BLASTX 

gl31199 

143 

4.0e-09 

82 

37 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 

>gi_81470_pir S00453 photosystem I protein psaH precursor 

- spinach >gi_21287_emb_CAA34749_ (X16858) psaH [Spinacia 
oleracea] 

38823 

LIB3106-042-Q1-K1-B2 

BLASTX 

g2499966 

209 

7.0e-17 

64 

69 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV A PRECURSOR (PSI-E 
A) >gi_632722_bbs_151001 (S72356) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
141 aa] [Nicotiana sylvestris] 



Seq. No. 


38824 


Seq. ID 


LIB3106-042-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl296955 


BLAST score 


145 


E value 


4.0e-09 


Match length 


114 


% identity 


20 


NCBI Description 


(X95402) duplicated domain structure 


Seq. No. 


38825 


Seq. ID 


LIB3106-042-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3885884 


BLAST score 


264 


E value 


5.0e-23 


Match length 


53 


% identity 


94 


NCBI Description 


(AF093630) 60S ribosomal protein L21 


Seq. No. 


38826 



6020 



Sea ID 


LIB3106-042-Q1-K1-G8 


Method 


BLASTN 


NCBI GI 


gl70087 


BLAST score 


245 


XLx value 


1 Oe-135 








99 




G.max vegetative storage protein mRNA 


Car* TJ/-\ 
uCVj* IN \J • 


388?7 


Spa TD 


LIB3106-042-Q1-K1-H1 


J. UUUU 


BLASTX 




a4263704 


BLAST score 


350 


E value 


3.0e-33 


Mafph 1 on rr\- h 


99 


& *J H on i~ "i "f~\7 
o iU.fcJilU.XUy 


7f) 
/ \j 




(ACQ0699* : $} Dutative suaar starvation— 




fArabidoosis thalianal 


Qorr Kin 


JOUiO 


Seq. ID 


LIB3106-043-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl33793 


BLAST score 


228 


E value 


3.0e-19 


Match length 


80 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 

40S RIBOSOMAL PROTEIN S15A (PPCB8) >gi_99825__pir S20945 

ribosomal protein S15a - rape >gi_17863_emb_CAA42599_ 
(X59983) r-protein BnS15a [Brassica napus] 

38829 

LIB3106-043-Q1-K1-B8 

BLASTX 

g2739002 

229 

6.0e-19 

112 

40 

(AF022460) CYP83Dlp [Glycine max] 
38830 

LIB3106-043-Q1-K1-C8 

BLASTX 

g2981475 

252 

9.0e-22 

72 

65 

(AF053084) putative cinnamyl alcohol dehydrogenase [Malus 
domestical 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



38831 

LIB3106-043-Q1-K1-D10 

BLASTX 

gll72995 



6021 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



238 

5.0e-20^ 

117 

46 

60S RIBOSOMAL PROTEIN L22 >giJL083790Jpir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38832 

LIB3106-043-Q1-K1-D6 

BLASTX 

gl66708 

241 

1.0e-20 

92 

59 

(M64118) glyceraldehyde-3-phosphate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38833 

LIB3106-043-Q1-K1-E7 

BLASTX 

g4454484 

192 

2.0e-28 

104 

63 

(AC006234) 
thaliana] 



putative diacylglycerol kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38834 

LIB3106-043-Q1-K1-F2 

BLASTX 

g2501356 

334 

3.0e-31 

92 

87 

TRANSKETOLASE, CHLOROPLAST 
>gi_1658322_emb_CAA90427_ i 
[Solanum tuberosum] 



PRECURSOR (TK) 

Z50099) transketolase precursor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38835 

LIB3106-043-Q1-K1-H10 

BLASTN 

gl053215 

39 

7.0e-13 

127 

83 

Glycine max chlorophyll a/b-binding protein (cab3J mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 
Seq. ID 



38836 

LIB3106-045-Q1-K1-A4 



6022 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(1 



BLASTX 

g3075398 

190 

2.0e-14 

132 

37 

(AC004484) 



unknown protein [Arabidopsis thaliana] 



38837 

LIB3106-045-Q1-K1-B10 

BLASTN 

g2286199 

278 

1.0e-155 

437 

91 

Pisum sativum polynucleotide phosphorylase 
complete cds 



(pnp) mRNA, 



Seq. No. 


38838 


Seq. ID 


LIB3106-045-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4468979 


BLAST score 


462 


E value 


3.0e-46 


Match length 


91 


% identity 


92 


NCBI Description 


(AL035605) putative 


Seq. No. 


38839 


Seq. ID 


LIB3106-045-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl055368 


BLAST score 


268 


E value 


6.0e-41 


Match length 


115 


% identity 


74 


NCBI Description 


(U39567) ribulose-1, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



subunit [Glycine max] 
38840 

LIB3106-046-Q1-K1-E1 

BLASTN 

g3183639 

33 

4.0e-09 

61 
89 

Cicer arietinum mRNA for putative transmembrane channel 
protein, partial 

38841 

LIB3106-046-Q1-K1-E9 

BLASTX 

g3434971 

239 

3.0e-20 



6023 



Match length 

% identity 

NCBI Description 



CI 



53 
81 

(AB008105) ethylene responsive element binding factor 3 
[Arabidopsis thaliana] 



Seq. No. 


*3 Q Q A 0 
OOO 4Z 


Seq. ID 


LiBolUo - U4 b-yi-l\l — r 1U 


Method 


T3T 7V O T» VT 


NCBI GI 


gioyoy / 


BLAST score 


4z 


E value 


y . ue-io 


Match length 


io4 


% identity 


o o 


NCBI Description 


G.max 28 kDa protein, complete cds 


Seq. No. 




Seq. ID 


t rno 1 n /T c\ a a r\ i tvi tpo 

LIBo1Ud-U4o-QI-K1-j; z 


Method 


BLASTX 


NCBI GI 


-,,11 n/iQi c 
g41U4olD 


BLAST score 


149 


E value 


3 . Oe-21 


Match length 


yo 


% identity 


OZ 


NCBI Description 


/ 7\ TPn *5 Q C CO ^ -F^ vy-^^/^ vi -n — 1 t Ira nyn - !" o i n 1" l"" 1 a q i omn 
(HJ! Uj jDDi j rSiicClOXin XlKc piOLCXIl L^ct£->oJLL,UlLl. 


Seq. No. 


38844 


Seq. ID 


LIB3106-046-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3876805 


BLAST score 


145 


E value 


4.0e-09 


Match length 


100 


% identity 


38 


NCBI Description 


(Z81532) similar to Zinc finger, C3HC4 type 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RING finger) , 

Zinc finger, CCHC class; cDNA EST EMBL:D76268 comes from 
this gene; cDNA EST EMBL:D68142 comes from this gene; cDNA 
EST EMBL:C13529 comes from this gene; cDNA EST yk208 



38845 

LIB3106-046-Q1-K1-G11 

BLASTN 

g531832 

43 

4.0e-15 

103 

85 

Cloning vector pSport2, 



complete sequence 



38846 

LIB3106-046-Q1-K1-G8 

BLASTX 

g3892059 

411 

2.0e-40 

114 

70 

(AC002330) predicted protein of unknown function 



6024 



[Arabidopsis thaliana] 



oeq. 1NU • 


0004 1 




J_i J_ .D O -L U O \J r± I I\-L Dll 


Method 


BLASTN 


NCBI GI 


gl70091 






Hi VdlUc 


1 • ue ij 


jxiaucn ieiigi.n 


ft 0 


t> l(aeilLlL.y 


-70 


NCBI Description 


biycine max veget.ac.ive storage protein \\rspn>) gene/ 




coiupieue cas 


oeq. iNO. 


OQQ /I Q 


Seq. ID 


LIB3106-047-Q1-K1-C12 


Method 


BLASTX 




ft OUi 3 0 


Diiiibi score 


one; 
z u 3 


E value 


0 . ue l 0 


Match length 


iz l 


% identity 


"3 Q 
JO 


NCBI Description 


(AFUzzlbz) AP-o complex oetaoB suounit L"-Oitio sapiens j 


oeq. 1NO. 


JO Of± J 


oeq. ID 


t m^i n£_n^ r 7— m — tfi -re; 


Method 


BLASTX 


NCBI GI 


g4454470 


iiLiiioi score 


OQQ 


E value 


o . ue— 4 4 


Match length 


i a n 
14 U 


% identity 




NCBI Description 


(AOUUOZJ4; purative sugar transporter L-^-SDiaopsis 




tnaliana J 


oeq* jno • 


3003U 


Seq. ID 


LIB3106-047-Q1-K1-D3 


Method 


BLASTN 


NUrsl tjl 


—o Q01 *7 Q n 


DiiAoi score 


jO 


E value 


5 . Oe-11 


i v ia u cn 1 engt n 


3 O 


% identity 


inn 
1UU 


NCBI Description 


Xenopus laevis cDNA clone z /Ab-l 


Seq. No. 


38851 


Seq. ID 


LIB3106-047-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g!087073 


BLAST score 


509 


E value 


7.0e-52 


Match length 


101 



% identity 92 

NCBI Description (S7 9243) calmodul in-binding heat-shock protein, CaMBP 
[Nicotiana tabacum=tobacco f Wisconsin-38 f Peptide, 449 
[Nicotiana tabacum] 

Seq. No. 38852 



6025 



Seq. ID 


LIB3106-047-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


g2055227 


■U ±Jf\iD J. O K*r \J X 


A 0 


E value 


3.0e-14 


Match length 


177 


% identity 


90 


NCBI Description 


Glycine max inRNA for SRC1, complete cds 


Seq. No. 


38853 


Seq. ID 


LIB3106-047-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4567275 


BLAST score 


191 


E value 


8.0e-15 


Match length 


83 


% identity 


54 


NCBI Description 


(AC006841) hypothetical protein [Arabidonsis thalianal 


Seq. No. 


38854 


Seq. ID 


LIB3106-048-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g541950 


BLAST score 


158 


E value 


6.0e-ll 


Match length 


69 


% identity 


55 


NCBI Description 


SPCP1 protein - soybean >gi 310576 (L12257) nodulin-26 




[Glycine max] 



38855 

LIB3106-048-Q1-K1-B2 
BLASTN 
g2062691 
36 

4.0e-ll 
39 
65 

Human sodium phosphate transporter (NPT4) mRNA, complete 
cds 

Seq. No. 38856 

Seq. ID LIB3106-048-Q1-K1-C11 

Method BLASTX 

NCBI GI gl085953 

BLAST score 227 

E value 1.0e-18 

Match length 99 

% identity 41 

NCBI Description hypothetical protein S2 - Phalaris coerulescens 
Seq. No. 38857 

Seq. ID LIB3106-048-Q1-K1-D11 

Method BLASTN 

NCBI GI g3420043 

BLAST score 77 

E value 3.0e-35 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6026 



Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



\76 
86 

Arabidopsis thaliana chromosome II BAC F23F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

38858 

LIB3106-048-Q1-K1-F12 

BLASTX 

g836954 

591 

2.0e-61 

139 

81 

(U20948) receptor protein kinase [Ipomoea trifida] 
38859 

LIB3106-048-Q1-K1-G10 

BLASTX 

g4455338 

597 

4.0e-62 

139 

76 

(AL035525) putative protein [Arabidopsis thaliana] 
38860 

LIB3106-048-Q1-K1-G7 

BLASTN 

gl680711 

33 

2.0e-09 

105 

83 

Glycine max gamma glutamyl hydrolase mRNA, complete cds 
38861 

LIB3106-048-Q1-K1-H8 

BLASTX 

gl711036 

153 

1.0e-10 

57 
58 

(U78952) hydroxyproline rich glycoprotein PsHRGPl [Pisum 
sativum] 

38862 

LIB3106-049-Q1-K1-B2 

BLASTN 

g533691 

52 

3.0e-20 

52 
100 

Glycine max Essex protease inhibitor mRNA, complete cds 



Seq. No. 



38863 



6027 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3106-049-Q1-K1-C4 

BLASTX 

g3036801 

150 

1.0e-09 

73 
48 

(AL022373) putative ascorbate peroxidase [Arabidopsis 
thaliana] >gi_3805863_emb_CAA21483_ (AL031986) putative 
ascorbate peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38864 

LIB3106-049-Q1-K1-C9 

BLASTX 

g4098517 

171 

9.0e-13 

57 

63 

(U79114) auxin-binding protein ABP19 [Erunus persica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38865 

LIB3106-049-Q1-K1-E1 

BLASTN 

g!9498 

199 

1.0e-108 

397 

88 

L.polyphyllus pPLB08 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38866 

LIB3106-049-Q1-K1-E3 

BLASTX 

g3033379 

291 

4.0e-26 

66 

74 

(AC004238) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38867 

LIB3106-049-Q1-K1-F3 

BLASTN 

gl70087 

141 

2.0e-73 

289 

88 

G.max vegetative storage protein mRNA (VSP25 gene) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



38868 

LIB3106-049-Q1-K1 -G6 

BLASTX 

gl709358 

250 



6028 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



1.0e-21 

64 
69 

NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 

PHOSPHOHYDROLASE) (NTPASE) >gi_629638_pir S48859 

nucleoside triphosphatase - garden pea 

>gi_2129890_pir S65147 nucleoside triphosphatase 

precursor, chromat in-associated - garden pea 
>gi_563612_emb_CAA83655_ (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173_dbj_BAA75506 . 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 

38869 

LIB3106-049-Q1-K1-H12 

BLASTX 

g729671 

214 

5.0e-23 

87 

76 

HISTONE H2A >gi_473603 



(U08225) histone H2A [Zea mays] 



38870 

LIB3106-049-Q1-K1-H9 

BLASTX 

g3451068 

397 

1.0e-38 

106 

69 

(AL031326) putative protein [Arabidopsis thaliana] 
38871 

LIB3106-050-Q1-K1-B4 

BLASTX 

g4337197 

314 

7.0e-29 

115 

61 

(AC006403) putative AIG2 protein [Arabidopsis thaliana] 
38872 

LIB3106-050-Q1-K1-C11 

BLASTN 

gl69897 

267 

1.0e-148 

423 

91 

G.max 28 kDa protein, complete cds 
38873 

LIB3106-050-Q1-K1-D6 

BLASTX 

g421826 

276 



6029 



E value 
Match length" 
% identity 
NCBI Description 



© 



2.0e-24 

118 

49 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Corf Ma 

oeq. tNO . 




beg. id 


LlDjlUD UjU yl J\i ui 


ixie cnou. 


PT AQTY 
Dlirib 1 A 


NCbl kjl 


gflOD /^UD 


Ditiioi score 


jUj 


E value 


o • ue z o 


Fiatcn lengun 


OZ 


% identity 


72 


NCBI Description 


(AC007168) putative trehalose- 




[Arabidopsis thaliana] 


Seq. No. 


JOO / O 


oeg. id 


LlDjiUo uou yi J\l nlU 


Method 


T3T 7\ CTTK7 

BLAolN 


NCBI GI 


gl /00o9 


DiiAbi score 




E value 


1 Ho — 9 R 


Match length 


211 


% identity 


85 


nlbi Description 


G.itiax vegetative storage prot 


Seq. No. 


38876 


beg. id 


liloolUo— UOU - v^l Jxl no 


Method 


BLASTX 


NCBI GI 


g4056480 


BLAST score 




E value 


4 . 0e-z2 


Match length 


90 


% identity 


64 


Nubi Description 


(AuUUooyb) putative adenylate 


Seg. No. 


O O O *7 *7 

38877 


beg. id 


jjIdoiu o — udu— yi — i\i— riy 


Method 


TIT 7\ C mM 

BLASTN 


NCBI GI 


gl70089 


jbsLAol score 


4uy 


E value 


n ri ^ _l n n 
u . ue+uu 


rid LLI1 j_ciiy 


fx r± J 


% identity 


98 


NCBI Description 


G.max vegetative storage prot 


Seg. No. 


38878 


Seq. ID 


LIB3106-051-Q1-K1-B4 


Method 


BLASTN 


NCBI GI 


gl70087 


BLAST score 


154 


E value 


3.0e-81 


Match length 


325 


% identity 


88 


NCBI Description 


G.max vegetative storage prot 



6030 



CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



38879 

LIB3106-051-Q1-K1-C5 

BLASTX 

g2129774 

152 

4.0e-10 

63 . 
52 

xyloglucan endotransglycosylase-related protein XTR4 - 
Arabidopsis thaliana (fragment) >gi_1244754 (U43486) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 

38880 

LIB3106-051-Q1-K1-C6 

BLASTX 

gll5471 

156 

1.0e-10 

75 

52 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA367 92_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 

38881 

LIB3106-051-Q1-K1-C9 

BLASTX 

gll5492 

155 

9.0e-15 

85 

62 

CALMODULIN- RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 

38882 

LIB3106-051-Q1-K1-D12 

BLASTX 

gl31166 

184 

7.0e-14 

87 
61 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) >gi__82100_pir S00449 

photosystem I chain II precursor - tomato >gi__1704 92 
(M21344) photosystem I subunit II protein precursor 
[Lycopersicon esculentum] >gi_226544_prf 1601516A 

photosystem I reaction center II [Lycopersicon esculentum] 

38883 

LIB3106-051-Q1-K1-E8 

BLASTX 

g3860331 



6031 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



257 

3.0e-22 

77 

68 

(AJ012692) hypothetical protein [Cicer arietinum] 
38884 

LIB3106-051-Q1-K1-F1 

BLASTN 

g!69897 

109 

2.0e-54 

309 

84 

G.max 28 kDa protein, complete cds 
38885 

LIB3106-052-Q1-K1-A7 

BLASTX 

gl36638 

184 

8.0e-14 

80 
41 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (HR6B) 

>gi_108017_pir B41222 ubiquit in-conjugating enzyme HHR6B - 

human >gi_284677_pir A42416 ubiquitin carrier protein E2 - 

rabbit >gi_2143552_pir 151913 14 kDa ubiquitin conjugating 

enzyme - rat >gi_30954_eirib_CAA37339_ (X53251) E2 protein 
[Homo sapiens] >gi__165780 (M62387) ubiquitin 
conjugating-protein [Oryctolagus cuniculus] >gi_184046 
(M74525) HHR6B (Human homologue of yeast RAD 6); putative 
[Homo sapiens] >gi_207555 (M62388) ubiquitin 
conjugating-protein [Rattus norvegicus] >gi_476117 (U04308) 
14 kDa ubiquitin conjugating enzyme [Rattus norvegicus] 
>gi_1237240_emb_CAA65602_ (X96859) ubiquitin-conjugating 
enzym [Mus musculus] >gi_1373353 (U57690) E214K [Mus 

musculus ] >gi_7 4 537 8_pr f 2 0 1 622 OA ubiquit in-con j ugat ing 

enzyme: ISOTYPE=E2-14k [Rattus norvegicus] 

>gi_4507771_ref_NP_003328 . l_pUBE2B_ ubiquitin-conjugating 
enzyme E2B (RAD6 homolog) 

38886 

LIB3106-052-Q1-K1-A8 

BLASTX 

g4262154 

174 

6.0e-13 

79 
44 

(AC005275) putative protein phosphatase regulatory subunit 
[Arabidopsis thaliana] 

38887 

LIB3106-052-Q1-K1-D11 
BLASTX 



6032 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3024434 
216 

2.0e-17 

68 
71 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_2564337_dbj_BAA22951_ 
(D88663) Tat binding protein 1 [Brassica rapa] 



Seq. No. 


OQQQQ 
JOOOO 


Seq. ID 




Method 


DljfiO J. IN 


NCBI (jI 


gi / uuo y 


DLiiioi score 


9 9 0 


E value 


l . ue— izu 


Match length 


287 


% identity 


94 


NCBI Description 


G.max vegetative : 


Seq. No. 


o o o o n 


Seq. ID 




Method 


BLASTX 


NCBI GI 


gl26151 


BLAST score 


i £ /i 

lo4 


E value 


/ . ue Xo 


Match length 


112 


% identity 


46 


NCBI Description 


LECTIN PRECURSOR 




lectin precursor ■ 




prepeptide [Glyci: 


Seq. No. 


38890 


Seq. ID 


LIB3106-052-Q1-K1 


Method 


BLASTX 


NCBI GI 


gl408471 


BLAST score 


248 


E value 


2.0e-21 


Match length 


71 


% identity 


69 



-D4 



(AGGLUTININ) (SBA) >gi_282898_pir S27365 

- soybean >gi_170006 (K00821) lectin 



NCBI Description (U48938) actin depolymerizing factor 1 [Arabidopsis 



thaliana] >gi_3851707 (AF102173) 
factor 1 [Arabidopsis thaliana] 



actin depolymerizing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38891 

LIB3106-054-Q1-K1-A3 

BLASTN 

g475599 

112 

4.0e-56 

164 

94 

Glycine max Century 84 



BiP isoform B mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



38892 

LIB3106-054-Q1-K1-A4 

BLASTN 

g20061 



6033 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



131 

2.0e-67 

278 
87 

Oenothera elata subsp. 
inhibitor homologue 



hookeri mRNA for protein kinase C 



beq.< jno . 




oeq. ±u 


JjlDJlUD UOfi ^1 J\X Uli 


Method 


DT 7i QTY 


NLbl bx 


^CQI QO Q 

gOoloZ y 


BLAbi score 


x / o 


E value 


Z • l/C XZ 


iyiai_.cn lengLii 




% identity 


52 


NCBI Description 


(U12390) beta-galactosidase alpha peptide [cloning vect 




pbporn j 


Seq. No. 


o o o n a 


beq. lu 


t Tn"5i n £_n r vi _m —i^i _m 9 
lidjIUd UD4 yj. j\i"Uiz 


Method 


BLASTX 


NCBI GI 


g3953473 


BLAST score 




E value 


1 . ue-10 


Match length 


106 


% identity 


44 


NCBI Description 


f7\^ , f^^^O'30Q^ TTO 0/^\0 I O m-K-^K-i rir\r><a i c f Vial i anal 

(ACUUzozo; rzzuz.xo [Araoiaopsis tnaiianaj 


Seq. No. 


3oo9o 


Seq. ID 




Method 


BLASTN 


NCBI GI 


glz Jby4 o 


bLiAbi score 


DO 


E value 


o • ue z x 


Match length 


166 


% identity 


89 


NCBI Description 


biycine max xxpoxygenase xj~o \vixdj iurUNfi, compxeT-e cas 


Seq. No. 


388 96 


beq. ID 


T TC51 AC/I 71 .UO 

LxboxUfD-U04— vJx-lxx-nZ 


Method 


BLASTX 


NCBI GI 


g3341ooo 


BLAST score 




E value 


1 . Oe-o / 


iYiaLcn lengtn 


i 


% identity 


72 


NCBI Description 


(AC003672) unknown protein [Arabidopsis thaliana] 


Seq. No. 


38897 


Seq. ID 


LIB3106-054-Q1-K1-H4 


Method 


BLASTN 


NCBI GI 


g2529228 


BLAST score 


340 


E value 


0.0e+00 


Match length 


420 


% identity 


95 


NCBI Description 


Glycine max mRNA for 6-phosphogluconate dehydrogenase, 



6034 



II 



complete cds 





38898 


Seq. ID 


LIB3106-054-Q1-K1-H6 


Method 


BLASTX 




(74 539394 


DliriD 1 oCOXc 


9 RQ 

-J .7 


Hj Value 




Lid L. Oil lCliy U-J.I 


140 


-5 laenuiuy 


q 


LN^-JDl UcbLIipClUIl 


{ ZXT.fl ^ R R9 Tin -h ^ -h -i tr*= nrnfpin rAT^hn tinnqi q 1~halianal 


oeq. iNO * 






t Tpm nfi-DRR-ni -ki -r;? 

IilDJlUD U J J V-L ^--L 


Method 


BLASTX 


NCBI GI 


g2191138 


DT 7\ QT 1 ennro 


1 61 

1U1 


TI 1 t3 1 n ^ 
vdiuc 


£ Ofi-I 1 

O. Uc 11 


i\iaxc.ri leiiyLii 


RQ 


^ _L ucl I L _L L. y 




lncdi uescripnon 


f Zi. TTn n 7 9 £ cn A TfZP)fi9Kini 1ft rr^nd nrnHnrt - rAr^hi Hnn=i"i 




LUalland j 


Qrtjnr "NT/-. 

oeq • inu • 




oeq. iu 


t jd-31 n^-nRfi-Di -ki -R7 


Method 


BLASTX 


NCBI GI* 


g2961346 


oiiiio i score 




E value 


i • ue oz 


jXLar.cn lengrn 


1*1 0 




O L/ 


iNUrii Description 


^iijuu^^ ift u ) pcCLine&Lcraoc iiJs.e piuucin L" ia - U - LU>;J 1 H- S - L - 




rnaiiana j 


Seq. No. 


38901 


Seq. ID 


LIB3106-056-Q1-K1-B8 


Method 


BLASTN 


NCBI GI 


g2765444 


BLAST score 


72 


E value 


1.0e-32 


Match length 


156 



% identity 

NCBI Description 



87 

Glycine max mRNA for ferredoxin thioredoxin reductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38902 

LIB3106-056-Q1-K1-C2 

BLASTN 

g497119 

124 

3.0e-63 

284 

86 

Pisum sativum monodehydroascorbate reductase mRNA, 
cds 



complete 



Seq. No. 
Seq. ID 



38903 

LIB3106-056-Q1-K1-D5 



6035 



CI 



Method 


BLASTX 


NCBI GI 


a2344903 


BLAST qrnrp 


301 


E value 


3.0e-27 


Match length 


87 


o luciiLi uy 




\Tf**T5 T Oo o r* 1 t* n 7*%+" n 
lN^/DX UcoLIipUlUIl 


^ri\-»UU^ JOO / LIlauyy±yLcIUl lipaoc 




LildXXdiidJ -^y-L ■Jjyi / uU \nLUUOD / J 




Tina qo f Z\raKi H/^nci g ^ n a 1 A anal 
XlLJaoc [ni aJJXUUpolo LiiaXXaila J 


oeg. lno « 


JO jU4 




T.TR31 Ofi-OSfi-OI -K1 -F? 


MpthnH 


BLASTX 


NCBI GI 


g4027897 


BLAST score 


514 


W. tt3 1 no 
Hi v axuc 




Lid u oil ±cnu i_.il 


i no 


^ XvJ.trilLj.t_y 


ft 7 


LN^.D-L L/tro t_ J. XLJ L1UI1 


/ 7\ T^fl 4 Q X R ^ \ a "1 t^Vi a — <a vn an c i n y\ v*o i t* 
^nr U4 Jj J dxpild CApallox.il pictul 


O C • IN U . 


JO 


Qorr TO 


T.TR^I Ofi-O^fi-Dl —PCI -PI ft 


J. -l^-n" L_ J. LKrjX^L 


BLASTN 


NCBI GI 


g2765444 


BLAST score 


172 


E value 


7 f)o-Q9 


rid LUIl XGilyLil 


91 

Zlu 


3* 1 W /"> ▼"N 4** T 4/* T r 

■a menLiLy 


_?o 


inv^jdj. ijescxxp t XOil 


uiycine iua.x iTLr\.iNii lor ierreaoxin 


oeg, wo. 


jo yub 


uCy • lL* 


xilDJXUU UJD r\--L uJ 


L1C< L11UU 


DXjAiJ X zi. 


NCBI GI 


g4218008 


BLAST score 


203 


E value 


Q f)o— 1 £ 
O • U c — X o 


L*id UOll Xtiiiy Uil 




^ luenuxcy 


JO 


UsZJ Vyl X£J L. lull 


^n^uuuxjj y iiy^/w uiic Liu ai ^/lULCiii 




Op Qf|7 
JO _JU / 


q prT jn 

OCU • x U 


JjXDjIUO UJ / J\X JriO 


Mpt hnri 




NCBI GI 




BLAST score 


65 


E value 


2.0e-28 


ftA ~a 4- .'I V\ T Ay\ /"y |" 

LudtCil xenyL,ii 


IOC 
1Z J 


15 xQenxxT.y 


o y 


iN^rsx Description 


ooyDean cmoropiast loo rKJNA 




ixe~T,KiNii f ana Aia~ lkna genes 


oeg , lno . 


jo y uo 


Seg. ID 


LIB3106-057-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2827143 


BLAST score 


205 


E value 


1.0e-16 



6036 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

64 
66 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

38909 

LIB3106-057-Q1-K1-E8 

BLASTN 

g2961297 

37 

2.0e-ll 

162 

81 

Cicer arietinum mRNA for unidentified protein 
38910 

LIB3106-057-Q1-K1-F10 

BLASTN 

gl277165 

85 

6.0e-40 

125 

92 

Glycine max cysteine proteinase inhibitor mRNA, partial cds 
38911 

LIB3106-057-Q1-K1-H1 

BLASTX 

g2832625 

234 

4.0e-20 

55 

78 

(AL021711) putative protein [Arabidopsis thaliana] 
38912 

LIB3106-058-Q1-K1-B10 

BLASTX 

g2500354 

514 

2.0e-52 

99 

95 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 

38913 

LIB3106-058-Q1-K1-C10 

BLASTX 

g3645985 

276 

2.0e-24 

49 

98 

(AL031581) l-evidence=predicted by content; 
l-method=genefinder; 084; l-method_score=23 . 36; 
1-evidence end; 2-evidence=predicted by match; 



6037 




2-match_accession=AA141041; 

2-match_description=CK01110.3prime CK Drosophila 
melanogaster 



Seq. No. 38914 

Seq. ID LIB3106-058-Q1-K1-C3 

Method BLASTN 

NCBI GI gl8764 

BLAST score 35 

E value 3.0e-10 

Match length 99 

% identity 84 

NCBI Description G.max tefSl gene for elongation factor EF-la 

Seq, No. 38915 

Seq. ID LIB3106-058-Q1-K1-C4 

Method BLASTX 

NCBI GI g4432858 

BLAST score 190 

E value 2.0e-14 

Match length 117 

% identity 6 

NCBI Description (AC006300) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38916 

LIB3106-058-Q1-K1-D4 

BLASTX 

gl076315 

140 

1.0e-08 

32 

69 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA60793_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988__emb_CAA607 94_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38917 

LIB3106-058-Q1-K1-D9 

BLASTX 

g3860255 

212 

-6.0e-17 
134 
40 

(AC005824) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38918 

LIB3106-058-Q1-K1-E8 

BLASTN 

gl8761 

284 

1.0e-159 

324 
97 

Soybean stem mRNA for 31 kD glycoprotein 



6038 



II 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38919 

LIB3106-058-Q1-K1-F11 

BLASTX 

g3790587 

213 

4.0e-17 

79 
58 

(AF079182) 
thaliana] 



RING-H2 finger protein RHF2a [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38920 

LIB3106-058-Q1-K1-F12 

BLASTN 

gl67283 

55 

5.0e-22 

103 

88 

C. vulgaris glyoxysomal malate dehydrogenase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38921 

LIB3106-058-Q1-K1-G6 

BLASTN 

gl70091 

282 

1.0e-157 

373 

94 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 

38922 

LIB3106-058-Q1-K1-G8 

BLASTN 

gl69190 

90 

5.0e-43 

202 

86 

P.hybrida 5-enolpyruvylshikimate 3-phosphate synthase mRNA, 
complete cds 

38923 

LIB3106-059-Q1-K1-A1 

BLASTX 

g2117303 

174 

2.0e-12 

75 
45 

(Z95620) n-acetylglucosaminyl-phosphatidylinositol 
[Schizosaccharomyces pombe] 



Seq. No. 



38924 



6039 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



LIB3106-059-Q1-K1-A11 

BLASTX 

gl31390 

275 

3.0e-24 

84 

70 

O^fGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) (23 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_280396_pir JS0771 photosystem II oxygen-evolving 

complex protein 2 precursor - garden pea 

>gi_20617_emb_CAA33557_ (X15552) precursor polypeptide (AA 
-73 to 186) [Pisum sativum] >gi_34 4 006_dbj_BAA02553_ 
(D13296) precursor for 23-kDa protein of photosystem II 
[Pisum sativum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38925 

LIB3106-059-Q1-K1-A8 

BLASTX 

g730449 

328 

9.0e-31 

65 
89 

60S RIBOSOMAL PROTEIN L13-1 (COLD INDUCED PROTEIN C24A) 

>gi_480647_pir S37132 ribosomal protein L13.A - rape 

>gi_398918_emb_CAA80341_ (Z22618) cold induced protein 
(BnC24A) [Brassica napus] 



Seq. No. 


38926 


Seq. ID 


LIB3106-059-Q1-K1-B11 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


38927 


Seq. ID 


LIB3106-059-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4337175 


BLAST score 


209 


E value 


5.0e-17 


Match length 


68 


% identity 


57 


NCBI Description 


(AC006416) ESTs gb T20589, gb T04648, 



gb_R84180, gb_R65428, gb_T44439 / gbJT76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 

[Arabidopsis thaliana] 



gb_T04111, 
gb_R90004, 

gb_AA720210 come from this gene. 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



38928 

LIB3106-059-Q1-K1-E2 

BLASTN 

gl69974 

193 



6040 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-104 

381 
88 

Glycine max vspA gene, complete cds 
38929 

LIB3106-059-Q1-K1-E9 

BLASTX 

g4538926 

536 

7.0e-55 

144 

71 

(AL049483) putative phosphatidylserine decarboxylase 
[Arabidopsis thaliana] 

38930 

LIB3106-059-Q1-K1-F5 

BLASTN 

gl055367 

366 

0.0e+00 

449 

95 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 


38931 


Seq. ID 


LIB3106-059-Q1-K1-F7 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


244 


E value 


1.0e-135 


Match length 


337 


% identity 


99 


NCBI Description 


Glycine max ribulose-1, 5-bisphosphate ca 




subunit mRNA, complete cds 


Seq. No. 


38932 


Seq. ID 


LIB3106-059-Q1-K1-H3 


Method 


BLASTN 


NCBI GI 


g2055227 


BLAST score 


178 


E value 


2.0e-95 


Match length 


358 


% identity 


87 


NCBI Description 


Glycine max mRNA for SRC1, complete cds 


Seq. No. 


38933 


Seq. ID 


LIB3106-060-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4218120 


BLAST score 


234 


E value 


1.0e-19 


Match length 


62 


% identity 


69 


NCBI Description 


(AL035353) Proline-rich APG-like protein 



6041 



II 



thaliana] 



beq. no. 




beq. ±u 


JjlEO-LUO VJOU _X Pl-L d! 


Method 


BLASTX 


NCBI GI 


g4406812 


_>_if\bi score 


jjo 


E value 


y . ue— oz 


Match lengtn 






0 o 


NCBI Description 


(ACUUoZUi) putative una oinaing protein LAraoiaopsis 




tnalianaj 


beq. in o . 


O 0 jjj 


beq. iu 


iiiooiu o uoi i\l DlU 


Method 


BLASTN 


NCBI GI 


gl055367 


isijAb i score 


1 Pi Q 


E value 


1 c a 

i . ue-o4 


Matcn lengtn 


10 y 


% identity 


by 


NCBI Description 


Glycine max ribulose-1, 5-bisphosphate carboxylase small 




subunit mRNA, complete cds 


beg. jno . 


jo y o d 


Seq. ID 


LIdoIUo-U bl-yi-Kl-rsll 


Method 


BLASTX 


NCBI GI 


g2129698 


BLAST score 


264 


E value 


z . ue-zo 


Match length 


76 


% identity 


71 


NCBI Description 


protein kinase ATN1 (EC 2.7.1.-) - Arabidopsis thaliana 




>gi 10o46ii emb CAAoooo / (Xyz/zb) protein Kinase 




[Arabidopsis thaliana] 


beg. no. 


jo yo / 


Seq. ID 


LIB3106-061-Q1-K1-B7 


Method 


BLASTN 




g4 DO / lo 


BLAST score 


iZo 


E value 


1 . Oe-65 


Match length 


Z / 0 


% identity 




NCBI Description 


Glycine max gene for ubiquitin, complete cds 


beq. no. 


OQ QOQ 


beq. iu 


t tp^i nf;-n^i _ni _t.fi _nQ 

lilD OlU 0 UDi yi J\l L)(3 


Method 


BLASTX 


NCBI GI 


g585565 


BLAST score 


437 


E value 


2.0e-43 


Match length 


118 


% identity 


75 


NCBI Description 


RIBOSOME RECYCLING FACTOR H0M0L0G (NUCLEAR LOCATED PROTEIN 



D2) >gi_629661_pir S32716 nuclear protein - carrot 

>gi_297891_emb_CAA51077_ (X72384) nuclear located protein 



6042 



CI 

[Daucus carota] 







Seq. ID 


LIB3106-061-Q1-K1-E5 


Method 


BLASTX 




gj / jOjIj 


dMoI score 


1 CO 

Ibo 


E value 


o . ue-iz 


Match length 




-5 identity 


4o 


NCBI Description 


(AC005170) hypothetical protein [Arabidopsis thaliana] 


Oc4< IN U • 


JO 3*tU 


Seq. ID 


LIB3106-061-Q1-K1-E6 


Method 


BLASTN 






dLiAo i score 




E value 


"3 Art on 


Match length 




% identity 


O A 

o4 


NCBI Description 


S. tuberosum mRNA for transketolase 


o e q • in o . 


Jt) i?*tl 


Seq. ID 


LIB3106-061-Q1-K1-G5 


Method 


BLASTN 


"Kir* ■& t r* t 


— O QQCyi C A 

gzyyo4o4 


BLAST score 


74 


E value 


2 . Oe-33 


Match length 


I / u 


% identity 


86 


NCBI Description 


L.luteus mRNA for tRNA-glut amine synthetase 


oeq. no. 


jo y4^ 


Seq. ID 


LIB3106-062-Q1-K1-D7 


Method 


BLASTN 




-ofloi ion 


BLAbT score 


Jo 


E value 


3 . Ue-lQ 


Matcn lengiin 


JJ 


% identity 


59 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


oeq. jno. 


JO 1?4 J 


Qart T Pi 

oeq. ijj 


JjloolU D~U 0^"-yl — r\.l — HjIU 


Method 


BLASTN 


NCBI GI 


gl055367 


rsJjAbi score 


oU4 


E value 


1 . ue-1 /l 


Match length 


328 


^ _Lu.erit.i uy 




NCBI Description 


Glycine max ribulose-1, 5-bisphosphate carboxylase small 




subunit mRNA, complete cds 


Seq. No. 


38944 


Seq. ID 


LIB3106-062-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2213594 



6043 





CI 


BLAST score 


337 


E value 


8.0e-32 


Match length 


95 


% identity 


66 


NCBI Description 


(AC000348) 




T7N9.14 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38945 

LIB3106-062-Q1-K1-F9 

BLASTN 

gl69974 

256 

1.0e-142 

304 

96 

Glycine max vspA gene, complete cds 
38946 

LIB3106-063-Q1-K1-B11 

BLASTX 

gll71579 

274 

3.0e-24 

71 

76 

(X95342) cytochrome P450 [Nicotiana tabacum] 
38947 

LIB3106-063-Q1-K1-D11 

BLASTX 

g266936 

248 

8.0e-23 

114 

58 

SOS RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (CL27) 

>gi_282960_pir A42840 ribosomal protein L27 - common 

tobacco >gi_170306 (M98473) ribosomal protein L27 
[Nicotiana tabacum] >gi_170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacum] 

38948 

LIB3106-063-Q1-K1-E1 

BLASTN 

gl8741 

72 

2.0e-32 

175 

88 

Glycine max gene encoding ribulose-1, 5-bisphosphate 
carboxylase small subunit 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



38949 

LIB3106-063-Q1-K1-F12 

BLASTX 

gl31385 

416 

6.0e-41 



6044 



# • 

Match length 106 
% identity 82 

NCBI Description OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 





JO JJU 


oeq. xjj 




Lid L. i 1 wVJ. 


RT.ASTX 




goo / jIj 


DJLriO JL bCOrc 


JL 0 0 


Hi va-LUc 




L1CL 1~\*>11 -LCHy L.11 


89 


% i dent it v 


58 


NCBI Description 


(L36159) unknown protein [Medicago sativa] 


Seq. No. 


38951 


Seq. ID 


LIB3106-064-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2245054 


BLAST score 


202 


E value 


1.0e-15 


Match length 


123 


% identity 


40 


NCBI Description 


(Z 97342) protein kinase homolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38952 

LIB3106-064-Q1-K1-A6 

BLASTN 

g310575 

35 

1.0e-10 

83 

86 

Glycine max nodulin-26 mRNA, 



complete cds 



Seq. No. 38953 

Seq. ID LIB3106-064-Q1-K1-B10 

Method BLASTX 

NCBI GI g531829 

BLAST score 148 

E value 2.0e-09 

Match length 67 

% identity 49 

NCBI Description (U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

Seq* No. 38954 

Seq. ID LIB3106-064-Q1-K1-C12 

Method BLASTX 

NCBI GI g2673908 

BLAST score 403 

E value 2.0e-39 

Match length 128 

% identity 55 

NCBI Description (AC002561) hypothetical protein [Arabidopsis thaliana] 



6045 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38955 

LIB3106-064-Q1-K1-D1 

BLASTX 

gl931638 

292 

3.0e-26 

74 

77 

(U95973) transcription factor RUSH-lalpha isolog 
[Arabidopsis thaliana] 



beq. jno. 


OQQC a 

jo yo D 


beq. ±u 


LlDjlUD UCl \l± A.JL UXJl 




JDJjrlo 1 IN 


NCBI GI 


gl70091 


BLAST score 


347 


E value 


u . ue+uu 


Ma ten lengtn 


A C\H 


% identity 




lnL/JjX uescnpi. ion 






complete cds 


beq. ino . 


jo yo / 


beq. ru 


LlDJlUD U UJ fl J\l n / 


"l"" /"I 

ixiei-nou. 


DLiriO X IN 




gi/uuoy 


biiAbi score 


Q c: 


E value 


j . ue~4 u 


Match length 




% identity 


80 


NCBI Description 


G.max vegetative storage protien mRNA (VSP27), complete 


beq. no. 


jo yob 


Seq. ID 


T TOOl A £ n^TC D1 Vl 7\ Q 

JjloolUb-U bo-rl— i\±-Ao 


LYiei-noa 




NCBI GI 


goo / /OU / 


BLAST score 


1 /o 


E value 


o . ue — i J 


Match length 


a n 


% identity 


/ Z 


lnv^dj. uesciipuioii 


^iiruoouzoj auxin Lidnsport proLcin £jxr\i j.Ai.eijjj.UAjpoXo 




thaliana] >gi 3661620 (AF093241) putative auxin efflux 




carrier AGR [Arabidopsis thaliana] >gi_3746886 (AF08745 




polar-auxin-transport efflux component AGRAVITR0PIC 1 




[Arabidopsis thaliana] >gi_4206709 (AF086906) root 




gravitropism control protein [Arabidopsis thaliana] 


Seq. No. 


38959 


Seq. ID 


LIB3106-065-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g!363487 


BLAST score 


233 


E value 


2.0e-19 


Match length 


67 


% identity 


75 


NCBI Description 


IAA7 protein - Arabidopsis thaliana >gi_972917 (U18409) 




IAA7 [Arabidopsis thaliana] 



6046 



II 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38960 

LIB3106-065-P1-K1-C6 

BLASTX 

g3283996 

151 

5.0e-10 

105 

36 

(AF072908) calcium-dependent protein kinase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



38961 

LIB3106-066-P1-K1-A5 

BLASTX 

g3851636 

173 

8.0e-13 

77 

49 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 

38962 

LIB3106-066-P1-K1-C4 

BLASTN 

g2317899 

46 

7.0e-17 

122 

85 

Glycine max Sali3-2 mRNA, complete cds 
38963 

LIB3106-066-P1-K1-E8 

BLASTN 

gl055367 

57 

9.0e-24 

109 

88 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

38964 

LIB3106-066-P1-K1-H2 

BLASTN 

g457688 

87 

4.0e-41 

307 

82 

M.crystallinum mRNA for protein kinase 
38965 

LIB3106-067-P1-K1-B5 
BLASTN 



6047 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2288900 
56 

6.0e-23 

92 

90 

Chenopodium quinoa partial chloroplast genome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38966 " 

LIB3106-067-P1-K1-B9 

BLASTX 

g4539459 

153 

4.0e-10 

49 

51 

(AL049500) putative protein [Arabidopsis thaliana] 



Seq. No. 


Q Q Q£"7 


Seq. ID 


t rr> q i Pi c rsan t> i _i<ri _m ft 
LlnolU b — Uo / — Jr±— — U1U 


Method 


JDijriO 1 IN 


NCBI GI 


gizi / o41 


BLAST score 


o o 


E value 


A 1 O 

4 . ue-iz 


Match length 


QQ 
J O 


% identity 


85 


NCBI Description 


L.esculentum mRNA for lOkDa polypeptide precursor of 




phot os ys t em 1 1 


Seq. No. 


38968 


Seq. ID 


LilbolUb — Ub / — Fl— — Uo 


Method 


BLASTX 


NCBI GI 


g4056488 


BLAST score 


/ 


E value 


1 . Oe-oo 


Match length 




% identity 


78 


NCBI Description 


(AC005896) unknown protein [Arabidopsis thaliana] 


Seq. No. 


38969 


Seq. ID 


LIB3106-067-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g!491931 


BLAST score 


449 


E value 


1.0e-44 


Match length 


145 


% identity 


64 


NCBI Description 


(U52078) kinesin-like protein [Nicotiana tabacum] 


Seq. No. 


38970 


Seq. ID 


LIB3106-067-P1-K1-F10 


Method 


BLAST N 


NCBI GI 


gl70067 


BLAST score 


114 


E value 


2.0e-57 


Match length 


133 


% identity 


97 


NCBI Description 


Soybean (G.max) proline-rich cell wall protein (SbPRP3 



6048 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gene, complete cds 
38971 

LIB3106-068-P1-K1-D7 

BLASTN 

g984307 

147 

4.0e-77 

196 

93 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransf erase (accD) , phot osys tern I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 

38972 

LIB3106-068-P1-K1-E10 

BLASTX 

g2501647 

363 

8.0e-35 

77 

86 

UROPORPHYRINOGEN DECARBOXYLASE PRECURSOR (UPD) 

>gi_1362120_pir S55732 uroporphyrinogen decarboxylase - 

common tobacco >gi_1009429_emb_CAA58040__ (X82833) 
uroporphyrinogen decarboxylase [Nicotiana tabacum] 



Seq. No. 


38973 


Seq. ID 


LIB3106-068-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


gl70071 


BLAST score 


258 


E value 


1.0e-143 


Match length 


342 


% identity 


94 


NCBI Description 


Soybean calmodulin (SCaM-2) 


Seq. No. 


38974 


Seq. ID 


LIB3106-068-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3024021 


BLAST score 


140 


E value 


7.0e-09 


Match length 


39 


% identity 


72 


NCBI Description 


INITIATION FACTOR 5A-4 (EIF 



.) (EIF-4D) 

>gi_2225883_dbj__BAA20878_ (AB004825) eukaryotic initiation 
factor 5A4 [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



38975 

LIB3106-068-P1-K1-G7 

BLASTN 

gl9701 

100 

4.0e-49 



6049 



Match length 

% identity 

NCBI Description 



224 
86 

N.plumbaginifolia mRNA NeIF-5A2 for initiation factor 5A(2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38976 

LIB3106-068-P1-K1-H11 

BLASTX 

g4139502 

192 

1.0e-14 

100 
54 

Chain A, Db58, A Legume Lectin From Dolichos Biflorus 
>gi_4139503_pdb_lLUL_B Chain B, Db58, A Legume Lectin From 
Dolichos Biflorus >gi_4139504_pdb__lLUL_C Chain C, Db58, A 
Legume Lectin From Dolichos Biflorus >gi_4139505_pdb_lLUL_D 
Chain D, Db58, A Legume Lectin From Dolichos Biflorus 
>gi_4139506_pdb_lLUL_E Chain E, Db58, A Legume Lectin From 
Dolichos Biflorus >gi_4139507_pdb_lLUL_F Chain F, Db58, A 
Legume Lectin From Dolichos Biflorus 



Seq. No. 


38977 


Seq. ID 


LIBoIuo-Udo-PI-KI-H / 


Method 


BLASTX 


NCBI GI 


g449034l 


BLAST score 


492 


E value 


6.0e-50 


Match length 


115 


% identity 


80 


NCBI Description 


(AL035656) putative protein [Arabidopsis thaliana] 


Seq. No. 


38978 


Seq. ID 


LIB3106-068-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4263795 


BLAST score 


401 


E value 


3.0e-39 


Match length 


113 


% identity 


64 


NCBI Description 


(AC006068) putative glucosyltransf erase [Arabidopsis 




thaliana] 


Seq. No. 


38979 


Seq. ID 


LIB3106-069-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3885344 


BLAST score 


197 


E value 


4.0e-15 


Match length 


102 


% identity 


37 


NCBI Description 


(AC005623) unknown protein [Arabidopsis thaliana] 




>gi_4557057_gb_AAD22497.l_AC007l54_l (AC007154) unknown 




protein [Arabidopsis thaliana] 


Seq. No. 


38980 


Seq. ID 


LIB3106-069-P1-K1-C8 


Method 


BLASTX 



6050 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



g2194132 
586 

9.0e-61 

152 
70 

(AC002062) No definition line found [Arabidopsis thaliana] 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38981 

LIB3106-069-P1-K1-E4 

BLASTN 

g3043429 

73 

5. Oe-33 

193 

84 

Cicer arietinum mRNA for 



annexm 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length - : 

% identity 

NCBI Description 



38982 

LIB3106-069-P1-K1-F3 

BLASTX 

gl350680 

209 

7.0e-17 

57 

70 

60S RIBOSOMAL PROTEIN LI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38983 

LIB3106-070-P1-K1-D12 

BLASTX 

g2773184 

157 

1.0e-10 

86 
43 

(AF039720) similar to the "DEAD" box family of helicases; 
most similar to eukaryotic initiation factor 4A 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38984 

LIB3106-070-P1-K1-F11 

BLASTX 

g541943 

305 

8.0e-28 

56 

95 

metallothionein - soybean >gi_228 682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



38985 

LIB3106-070-P1-K1-F6 

BLASTN 

gl70087 

145 

7.0e-76 

217 



6051 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II • 

92 

G.max vegetative storage protein mRNA (VSP25 gene) 
38986 

LIB3106-071-P1-K1-A11 

BLASTN 

gl8741 

124 

2.0e-63 

253 

90 

Glycine max gene encoding ribulose-1, 5-bisphosphate 
carboxylase small subunit 



38987 

LIB3106-071-P1-K1-B2 

BLASTX 

g3080415 

214 

4.0e-17 

57 
67 

(AL022604) cysteine proteinase - 
thaliana] 



like protein [Arabidopsis 



38988 

LIB3106-071-P1-K1-B7 

BLASTX 

g2194117 

239 

5.0e-20 

106 

50 

(AC002062) Strong similarity to Arabidopsis receptor 
protein kinase PR5K (gb_ATU48 698) . [Arabidopsis thaliana] 

38989 

LIB3106-071-P1-K1-C3 

BLASTX 

g3402689 

174 

6.0e-16 

88 
60 

(AC004697) unknown protein [Arabidopsis thaliana] 
38990 

LIB3106-071-P1-K1-D7 

BLASTX 

g3668097 

162 

1.0e-ll 

58 

59 

(AC004667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 



6052 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38991 

LIB3106-071-P1-K1-D9 

BLASTX 

g4151066 

171 

3.0e-13 

102 

49 

(Y10861) ribonucleotide reductase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38992 

LIB3106-071-P1-K1-E8 

BLASTN 

g2815245 

75 

5.0e-34 

242 
84 

C.arietinum mRNA for class 
CanMT-2) 



I type 2 metallothionein (clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



38993 

LIB3106-071-P1-K1-G12 

BLASTN 

g531832 

37 

2.0e-ll 

129 

82 

Cloning vector pSport2, complete sequence 
38994 

LIB3106-071-P1-K1-G4 

BLASTX 

g2347088 

387 

2.0e-37 

117 

68 

(U72765) non-specific lipid transfer protein PvLTP-24 
[Phaseolus vulgaris] 

38995 

LIB3106-071-P1-K1-G5 

BLASTN 

g2304954 

145 

9.0e-76 

352 

86 

Glycine max aluminum induced sali5-4a mRNA, complete cds 
38996 

LIB3106-071-P1-K1-H10 

BLASTN 

gl69974 

65 



6053 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



4.0e-28 

73 

97 

Glycine max vspA gene, complete cds 
38997 

LIB3106-071-P1-K1-H11 

BLASTX 

g3914472 

245 

5.0e-21 

61 
77 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_322764_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA49693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 

38998 

LIB3106-072-P1-K1-D4 

BLASTN 

gl044867 

69 

1.0e-30 

248 

83 

Glycine max mRNA for cinnamic acid 4-hydroxylase (CYP73) 
38999 

LIB3106-072-P1-K1-E12 

BLASTN 

g20728 

72 

3.0e-32 

231 

87 

Pea chloroplast GAPA mRNA encoding 

glyceraldehyde-3-phosphate dehydrogenase (GAPDH) subunit A 
(EC 1.2.1.13) 

39000 

LIB3106-072-P1-K1-F12 

BLASTX 

g4455301 

192 

4.0e-18 

81 

57 

(AL035528) putative protein [Arabidopsis thaliana] 
39001 

LIB3106-072-P1-K1-G8 

BLASTN 

gl8274 

158 

2.0e-83 
350 



6054 



% identity 

NCBI Description 



# 



# 

86 

Cucumis sativus mRNA for NAPH- dependent hydroxypyruvate 
reductase (EC 1.1.1.29) 



Seq. No. 


39002 


beq. ID 




Method 


bLAb i JN 


NCBI gi 


«. 1 mom 

gioyy y / 


bLAbi score 


Z / 4 


E value 


l . ue-loo 


Match lengtn 


4ZU 


% identity 


:7Z 


NCBI Description 


vj.iria.x zo Kua protein/ conipieLe cas 


Seq. No. 


39003 


beq. lu 


blDjiUD U / Z t: 1 IS.1 nlU 


Method 


BLAbTX 


NCBI GI 


goU / o4oo 


BLAST score 


zol 


E value 


1 . Oe-21 


Match length 


93 


% identity 


57 


NCBI Description 


(AFUoo/yo) chlorophyll a/D-Dinaing protein 


beq. wo. 


oQnn/1 

oyuu4 


Seq. ID 


LIB3106-073-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2462733 


BLAST score 


380 


E value 


1.0e-36 


Match length 


122 


% identity 


65 


NCBI Description 


(AC002292) Putative enoyl-CoA hydratase/is 




[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39005 

LIB3106-074-Q1-K1-A10 

BLASTN 

g2815245 

70 

5.0e-31 

242 

82 

C.arietinum mRNA for class 
CanMT-2) 



I type 2 metallothionein (clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39006 

LIB3106-074-Q1-K1-A3 

BLASTX 

g4115534 

239 

2.0e-40 

112 

58 

(AB012114) UDP-glycose:flavonoid glycosyltransf erase [Vigna 
mungo] 



6055 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



39007 

LIB3106-074-Q1-K1-A5 

BLASTN 

gl8644 

52 

1.0e-20 

100 

88 

Soybean mRNA for HMG- 
39008 

LIB3106-074-Q1-K1-A6 

BLASTN 

gl8644 

151 

2.0e-79 

219 

92 

Soybean mRNA for HMG- 



1 like protein 



1 like protein 



39009 

LIB3106-074-Q1-K1-A9 

BLASTX 

g2425066 

338 

1.0e-31 

114 
52 

(AF019147) cysteine proteinase Mir3 [Zea mays] 
39010 

LIB3106-074-Q1-K1-C2 

BLASTN 

g2558961 

106 

2.0e-52 

194 

89 

Gossypium hirsutum histone H2B1 mRNA, complete cds 
39011 

LIB3106-074-Q1-K1-E1 

BLASTX 

g2980788 

188 

4.0e-14 

92 

50 

(AL022197) putative protein [Arabidopsis thaliana] 
39012 

LIB3106-075-Q1-K1-B12 

BLASTN 

gl68492 

64 

9.0e-28 
116 



6056 



% identity 

NCBI Description 



89 

Corn histone H3 (H3C3) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39013 

LIB3106-075-Q1-K1-E2 

BLASTX 

g462195 

215 

8.0e-18 

68 
68 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 


39014 


Seq. ID 


LIB3 10 6-075 -Q1-K2 -A10 


Method 


BLASTN 


NCBI GI 


gll96896 


BLAST score 


188 


E value 


1 . 0e-101 


Match length 


210 


% identity 


98 \ 


NCBI Description 


Glycine max acidic ribosomal protein P0 mRNA, complete cds 


Seq. No. 


39015 


Seq. ID 


LIB3106-075-Q1-K2-A7 


Method 


BLASTX 


NCBI GI 


g3747050 


BLAST score 


142 


E value 


2 . Oe-16 


Match length 


lb 


% identity 


67 


NCBI Description 


(AF093540) ribosomal protein L26 [Zea mays] 


Seq. No. 


39016 


Seq. ID 


LIB3106-075-Q1-K2-C1 


Method 


BLASTN 


NCBI GI 


g441205 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


57 


% identity 


91 


NCBI Description 


Soybean loxlgm4 gene encoding lipxygenase L-4 


Seq. No. 


39017 


Seq. ID 


LIB3106-075-Q1-K2-C12 


Method 


BLASTX 


NCBI GI 


g4262151 


BLAST score 


444 


E value 


1.0e-48 


Match length 


143 


% identity 


72 


NCBI Description 


(AC005275) putative receptor kinase [Arabidopsis thaliana] 



6057 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



39018 

LIB3106-075-Q1-K2-D12 

BLASTX 

gl36057 

186 

4.0e-14 

76 
55 

TRIOS EPHOS PRATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39019 

LIB3106-075-Q1-K2-D2 

BLASTN 

g439856 

134 

3.0e-69 

266 

88 

Glycine max Williams 82 lipoxygenase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39020 

LIB3106-075-Q1-K2-E11 

BLASTN 

g288187 

151 

1.0e-79 

211 

93 

V.unguiculata cysteine proteinase inhibitor mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39021 

LIB3106-075-Q1-K2-E12 

BLASTN 

g508303 

40 

4.0e-13 

71 

89 

Alfalfa bimodular protein 



(corC) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39022 

LIB3106-075-Q1-K2-G7 

BLASTN 

g454178 

246 

1.0e-136 

302 

96 

Glycine max rubisco-associated protein mRNA, 



complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



39023 

LIB3106-076-Q1-K1-A3 

BLASTN 

g3821780 



6058 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



36 

6.0e-ll 

37 
61 

Xenopus laevis cDNA clone 27A6-1 
39024 

LIB3106-076-Q1-K1-D10 

BLASTX 

g2191152 

171 

2.0e-12 

61 
66 

(AF007269) A_IG002N01 . 31 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39025 

LIB3106-076-Q1-K1-D12 

BLASTX 

g2494119 

356 

9.0e-34 
97 
72 

(AC002376) 
thaliana] 



EST gb_T04104 comes from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39026 

LIB3106-076-Q1-K1-F11 

BLASTN 

gl69899 

287 

1.0e-160 

367 

95 

G.max 31 kDa protein mRNA, 3' 



end 



39027 

LIB3106-076-Q1-K1-F12 

BLASTN 

gl70089 

89 

2.0e-42 

217 

85 

G.max vegetative storage protien mRNA (VSP27) , complete cds 
39028 

LIB3106-076-Q1-K1-F9 

BLASTX 

g4056456 

250 

2.0e-21 

119 

50 

(AC005990) Strong similarity to gb_U20808 auxin-induced 



6059 



protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T43674, gb_H77006 
and gb_AA395179 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


39029 


Seq. ID 


LIB3106-077-P1-K1- 


Mp1~hod 


BLASTN 


NCBI GI 


g303900 


BLAST score 


272 


JZj v al U.C 


1.0e-151 


Matrh 1 pnath 


360 


% identity 


28 


NCBI Description 


Soybean gene for 


Seq. No. 


39030 


Seq. ID 


LIB3106-078-P1-K1 


Method 


BLASTN 


NCBI GI 


g!4146 


BLAST score 


279 


E value 


1.0e-155 


Match length 


434 


% identity 


91 


NCBI Description 


Oenothera elata s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



and psbN genes for chlorophyll a-binding apoprotein, 10 
phosphoprotein, and unknown protein of photosystem II, 
respectively 



kDa 



39031 

LIB3106-078-P1-K1-A3 

BLASTX 

gl36636 

463 

2.0e-46 

107 

84 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_107 6424_pir S43781 ubiquit in-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C. 6.3.2. 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_l 66924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39032 

LIB3106-078-P1-K1-E10 

BLASTX 

gl709651 

142 

3.0e-09 

75 
48 

PLASTOCYANIN A PRECURSOR >gi_2 117431_pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



6060 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39033 

LIB3106-078-P1-K1-F7 

BLASTN 

gl69974 

160 

8.0e-85 

332 

87 

Glycine max vspA gene, complete cds 
39034 

LIB3106-078-P1-K1-G10 

BLASTN 

g984307 

39 

1.0e-12 

229 
78 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransf erase (accD) , phot osys tern I 
component (psal) , ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein {ORF 103), ORF 229 
precurso 



Seq. No. 


o n f\ o c 


Seq. ID 


LIB3106-078-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


gl70087 


BLAST score 


153 


E value 


1.0e-80 


Match length 


245 


% identity 


91 


NCBI Description 


G.max vegetative storage protein mRNA (VSP25 gene) 


Seq. No. 


39036 


Seq. ID 


LIB3106-078-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl709825 


BLAST score 


215 


E value 


3.0e-17 


Match length 


110 


% identity 


46 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 


(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thai 


Seq. No. 


39037 


Seq. ID 


LIB3106-079-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4204284 


BLAST score 


480 


E value 


3.0e-48 


Match length 


152 


% identity 


58 


NCBI Description 


(AC003027) lclj?rt_seq No definition line found 




[Arabidopsis thaliana] 



6061 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



i 

39038 

LIB3106-079-P1-K1-D5 

BLASTN 

g2598656 

92 

1.0e-44 

120 
94 

Vicia faba mRNA for elongation factor 1-alpha (EFl-a) 
39039 

LIB3106-079-P1-K1-F4 

BLASTX 

g2129753 

427 

3.0e-42 

133 

77 

threonine synthase (EC 4.2.99.2) precursor - Arabidopsis 
thaliana (fragment) >gi_1448917 (L41666) threonine synthase 
[Arabidopsis thaliana] 

39040 

LIB3106-079-P1-K1-G3 

BLASTN 

g!055367 

339 

0.0e+00 

407 

96 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

39041 

LIB3106-079-P1-K1-H2 

BLASTN 

g347454 

225 

1.0e-123 

334 

96 

Soybean hydroxyproline-rich glycoprotein (sbHRGP2) mRNA, 3' 
end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39042 

LIB3106-080-P1-K1-A9 

BLASTX 

g3337356 

199 

8.0e-16 

62 
65 

(AC0044 81) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



39043 

LIB3106-080-P1-K1-C12 



6062 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl053215 

354 

0.0e+00 

400 

97 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 


39044 




beg. 1JJ 


LIB3106-080-Pl r Kl-Ell 




l v ic UIIOCJ. 


BLASTX 






g4455232 




BLAST score 


485 




E value 


2.0e-49 




jyiatcn xengun 


131 




-6 identity 


73 




NCBI Description 


(AL035523) putative prot< 


Seq. No. 


39045 




Seq. ID 


LIB3106-080-P1-K1-G10 




Method 


BLASTN 






gl8761 




xdJjlB.o± score 


240 




E value 


1.0e-132 




Match length 


364 




% identity 


91 




NCBI Description 


Soybean stem mRNA for 


31 


Seq. No. 


39046 




Seq. ID 


LIB3106-085-Q1-K1-A11 




Method 


BLASTX 




NCBI GI 


g2160173 




BLAST score 


172 




E value 


3.0e-12 




Match length 


105 




% identity 


6 




NCBI Description 


(AC000132) Similar to 


N. 



(gb_U08285) . 



tabacum salt-inducible protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39047 

LIB3106-085-Q1-K1-A5 

BLASTN 

gl70087 

294 

1.0e-164 

326 

98 

G.max vegetative storage protein mRNA (VSP25 gene) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



39048 

LIB3106-085-Q1-K1-B8 

BLASTX 

g2281107 

287 

9.0e-26 
107 



6063 



% identity 54 

NCBI Description (AC002333) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39049 

LIB3106-085-Q1-K1-D7 

BLASTX 

g464621 

351 

2.0e-33 

93 

70 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39050 

LIB3106-085-Q1-K1-F10 

BLASTX 

g3023752 

401 

4.0e-39 
106 
72 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_l 41898 2_emb_CAA9 9 7 5 6_ 
[Lycopersicon esculentum] 



(Z75520) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39051 

LIB3106-085-Q1-K1-G2 

BLASTX 

g4325338 

139 

6.0e-09 

30 
83 

(AF128392) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39052 

LIB3106-085-Q1-K1-H6 

BLASTN 

g2815245 

70 

5.0e-31 

242 
82 

C.arietinum mRNA for class 
CanMT-2) 



I type 2 metallothionein (clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39053 

LIB3106-086-Q1-K1-B12 

BLASTX 

g2924772 

325 

3.0e-30 

69 

84 

(AC002334) unknown protein [Arabidopsis thaliana] 



6064 





39054 




LIB3106-08 6-O1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3738316 


■DJ_i.rt.iD 1 jL-UIC 


281 


E value 




L v i_n,cn ±enyT-xi 


o u 




63 


inujdi Ucscnpuion 


f ACClCi^il 1 C)\ nnVn own nrnf pi n 

^ rt.\_< L/ W •_/ -L / VJ / Lili J_.il WW 11 piULCi.ii 


Can Kin 


39055 


oeq. ID 


JjlDJlUu uoo S_!-- 


Method 


BLASTX 


NCBI GI 


g3935167 


TD T 7\ C T 1 0 iT^i Y~ £- 
DXiriD 1 bLUIC 


i 

1 JU 


Lt vaiue 


_> • uc xu 


i v Jdtcri _LengL.i- 




3: T/"loT"l"l~"i"l~\/ 


72 


NurJi uescr lpT-ion 


\ Jr\^ U U -J^J f J C 1 / iiiii i 1U _r_.i_ GU_J. 


OcLJ. IN U . 




oeq. lu 


T.TR^I 06-086-01 -TCI -El 1 

liiDJlUU VOW ^X JAX JU X X 


L1C LllvJU 


BLASTX 


NCBI GI 


g3122724 


BLAST score 


169 


E value 


3.0e-12 


Match length 


46 


% identity 


72 


NCBI Description 


60S RIBOSOMAL PROTEIN L38 : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2289009 (AC002335) ribosomal 
protein L38 isolog [Arabidopsis thaliana] 

39057 

LIB3106-086-Q1-K1-F7 

BLASTX 

g4263716 

220 

6.0e-18 

117 

40 

(AC006223) putative alanine acetyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



39058 

LIB3106-086-Q1-K1-G1 

BLASTN 

g3821780 

36 

9.0e-ll 

45 

65 

Xenopus laevis cDNA clone 27A6-1 
39059 

LIB3106-086-Q1-K1-G6 

BLASTX 

g2662343 



6065 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



163 

2.0e-ll 

86 
50 

(D63581) EF-1 alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39060 

LIB3106-08 6-Q1-K1-H12 

BLASTX 

g3341679 

352 

3.0e-33 

121 

57 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

39061 

LIB3106-087-Q1-K1-A12 

BLASTX 

g2347088 

252 

1.0e-21 

76 
64 

(U72765) non-specific lipid transfer protein PvLTP-24 
[Phaseolus vulgaris] 



Seq. No. 


39062 


Seq. ID 


LIB3106-087-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3927836 


BLAST score 


455 


E value 


2.0e-45 


Match length 


125 


% identity 


70 


NCBI Description 


(AC005727) unknown protein [Arab: 


Seq. No. 


39063 


Seq. ID 


LIB3106-087-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl723894 


BLAST score 


160 


E value 


5.0e-ll 


Match length 


96 


% identity 


36 


NCBI Description 


HYPOTHETICAL GTP-BINDING PROTEIN 



IN SEH1-PRP20 INTERGENIC 



- yeast (Saccharomyces cerevisiae) 
>gi__1322637__emb_CAA96805_ (Z72621) ORF YGL099w 
[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



39064 

LIB3106-087-Q1-K1-C9 

BLASTN 

gl055367 

246 



6066 



E value 
Match length 
% identity 
NCBI Description 



1.0e-136 

342 
93 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 




Seq. ID 


lidjIUd uo / yi j\x jjz 


Method. 




JMLbl bl 


«0 CHI QRf) 

gz DU1E3 ou 


BLAST score 


q *3 n 


ih value 




Match length 


1 K 

X ^ o 


% identity 


65 


NCBI Description 


(AF012823) GDP dissociation inhibi 1 


Seq. No. 


jyuoo 


Seq. ID 


Llboiuo— Uo / — y i— is.i— 


Metnod 


tjt 7\ nmvi 


NCBI GI 


gioUUUoz 


BLAST score 


Jo 


E value 


/ . ue — iz 


Match lengtn 




% identity 


0 u 


NCBI Description 


Arabidopsis thaliana BAC T25C13 


Seq. No. 


39067 


Seq. ID 


LIB3106-087-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3024017 


BLAST score 


153 


E value 


3.0e-10 


Match length 


52 


% identity 


60 


NCBI Description 


EUKARYOTIC TRANSLATION INITIATION 



[Nicotiana tabacum] 



(EIF-4C) >gi_2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 



Seq. No. 


39068 




Seq. ID 


LIB3106-088- 


-Q1-K1-A4 


Method 


BLASTX 




NCBI GI 


gl001649 




BLAST score 


372 




E value 


1.0e-35 




Match length 


153 




% identity 


37 




NCBI Description 


(D64002) DNA gyrase . 


Seq. No. 


39069 




Seq. ID 


LIB3106-088- 


-Q1-K1-B4 


Method 


BLASTX 




NCBI GI 


g3024503 




BLAST score 


218 




E value 


1.0e-17 




Match length 


58 




% identity 


71 




NCBI Description 


RAS -RELATED 


PROTEIN 



6067 



[Nicotiana tabacum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39070 

LIB3106-088-Q1-K1-D10 

BLASTX 

gl351974 

270 

7.0e-24 
91 

68 

ADP-RIBOSYLATION FACTOR >gi_1076788_pir S49325 

ADP-ribosylation factor - maize >gi_107 678 9_pir S53486 

ADP-ribosylation factor - maize >gi_556686_emb_CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 



Seq. No. 


39071 


Seq. ID 


LIB3106-088-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4006860 


BLAST score 


230 


E value 


5.0e-19 


Match length 


55 


% identity 


82 


NCBI Description 


(Z99707) thiol-disulfide interchange like protein 




[Arabidopsis thaliana] 


Sea- No. 


39072 


Seq. ID 


LIB3106-088-Q1-K1-E12 


Method 


BLAST N 


NCBI GI 


g310575 


BLAST score 


159 


E value 


3.0e-84 


Match length 


321 


% identity 


89 


NCBI Description 


Glycine max nodulin-26 mRNA, complete cds 


Seq. No. 


39073 


Seq. ID 


LIB3106-088-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4185513 


BLAST score 


230 


E value 


3.0e-19 


Match length 


83 


% identity 


63 


NCBI Description 


(AF102823) actin depolymerizing factor 5 [Arabidopsis 




thaliana] >gi_4185517 (AF102825) actin depolymerizing 




factor 5 [Arabidopsis thaliana] 


Seq. No. 


39074 


Seq. ID 


LIB3106-088-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


g871507 


BLAST score 


196 


E value 


1.0e-106 


Match length 


395 


% identity 


88 



NCBI Description P. sativum mRNA for small GTP-binding protein (clone pGTPl3) 



6068 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39075 

LIB3106-088-Q1-K1-H7 

BLASTX 

g643469 

335 

2.0e-31 

90 

67 

(U19886) unknown [Lycopersicon esculentum] 
39076 

LIB3106-088-Q1-K1-H8 

BLASTN 

gl055367 

133 

6.0e-69 

133 

100 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39077 

LIB3106-089-Q1-K1-A9 

BLASTX 

g4406759 

215 

2.0e-17 

105 

48 

(AC006836) hypothetical protein [Arabidopsis thaliana] 
39078 

LIB3106-089-Q1-K1-B3 

BLASTX 

gl055368 

203 

6.0e-16 

103 

48 

(U39567) ribulose-1, 5-bisphosphate carboxylase small 
subunit [Glycine max] 

39079 

LIB3106-089-Q1-K1-C11 

BLASTN 

gl8569 

42 

1.0e-14 

118 

86 

G.max coxll gene for cytochrome oxidase subunit 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



39080 

LIB3106-089-Q1-K1-D7 

BLASTN 

g3510337 



6069 



BLAST score 


45 


E value 


*3.0e-16 


jyiatcn lengtn 


Z DO 


^ identity 


ft S 


NCBI Description 


Araoioopsis tnaiiana genomic dina, cnroniobonie D t 




J\±^HiZU/ OLUUL)Xei.e o tJ^U.CiIv_t5 |_filaJJlUupoig LllaJ.xauc 


beg. no. 






LIDOIUU UO? J^- 1 - 




DJ-irlO 1 A. 


NCBI GI 


gl652323 


BLAST score 


162 


E value 




Match length 


lob* 


% identity 




iN^ol L/cbC-JLipLlUIl 


fnQDQri/l^ f ihri 1 1 i n T c i\7'n^r , Vir)r , \7 , =;"l~ i <3 «?n 1 

^L/-?U_7U^ty llJJIXXXXil |_ ij y llXZl~-ll\J\^ y O 1 L O 0£> • J 


beg. wo. 


o on q o 






ftjC/"\ ^ V*i r\ y^J 

weinoa 


dt aqqiy 

JDlxriO 1 A 


NCBI GI 


g2253442 


BLAST score 


216 


E value 


z . ue i / 


Matcn lengtn 




% identity 


DO 


iNuDi Description 


/ 7i TTfl 0 7 7 P A ^ T TPHR1 1 r T.aT7a1~ era t'hnri nn"i pr*3 1 


Seq. No. 




beg* id 


LlDJlUO UOj vl ja! -I--? 


Method 


bLAb i A 


NCBI GI 


«T OCT 00*3 

gl Joluoo 


BLAST score 


Zl4 


E value 


1.0e-17 


Match length 


95 


% identity ., 




NCBI Description 


OfPTTM yn r*T vr'ADDriTITTM DDTrnnDQnp M7)TPTrTZl I T l T\7T? 




JrKvJlrjlJN vorZj) 1/UUoo iLViiUUj / j vegetative 




protein Luiycine iuia.xj 


Seg. No. 




beg. iu 


lilDjlDD U3U yi A.1 rll^ 


Method 


DLiAb 1 A 


NCBI GI 


g2462756 


BLAST score 


281 


E value 


o . ue — zo 


Match length 


14 y 


% identity 


4D 


NCBI Description 


^HL/Uuzzyz; putative receptoi Kixicioe Lrii.a.jj-Lu.upo 


Seg. No. 


JyUoo 


beg. id 


LiDjiub"uyu yi i\i aj 




Dlinu X /\ 


NCBI GI 


gl777386 


BLAST score 


144 


E value 


3.0e-09 


Match length 


81 


% identity 


38 



6070 



NCBI Description (U39301) caffeic acid O-methyltransf erase [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39086 

LIB3106-090-Q1-K1-B1 

BLASTX 

gll71579 

207 

3.0e-16 

52 
75 

(X95342) cytochrome P450 



[Nicotiana tabacum] 



39087 

LIB3106-090-Q1-K1-D4 

BLASTN 

gl370199 

55 

3.0e-22 

195 

86 

L.japonicus mRNA for small GTP-binding protein, RAC1 



39088 

LIB3106-090-Q1-K1-F2 

BLASTN 

gl69974 

127 

3.0e-65 

223 

89 

Glycine max vspA gene, 



complete cds 



39089 

LIB3106-090-Q1-K1-F5 

BLASTX 

g2062176 

330 

1.0e-30 

83 

77 

(AC001645) Myb-related transcription activator (MybStl) 
isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39090 

LIB3106-090-Q1-K1-G12 

BLASTX 

g2842480 

165 

3.0e-24 
97 
61 

(AL021749) 
thaliana] 



ADP, ATP carrier-like protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



39091 

LIB3106-090-Q1-K1-H5 
BLASTX 



6071 



NCBI GI 

BLAST score 

E value 

Match length ~ 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3075391 
152 

7.0e-10 

72 

50 

(AC004484) unknown protein [Arabidopsis thaliana] 
39092 

LIB3106-091-Q1-K1-A11 

BLASTX 

gl679658 

159 

4.0e-ll 

56 
62 

(U63726) gamma glutamyl hydrolase [Glycine max] 
39093 

LIB3106-091-Q1-K1-B7 

BLASTX 

gl703088 

267 

2.0e-23 

100 

60 

ACYL CARRIER PROTEIN 4 PRECURSOR (ACP) 

>gi__1166431__emb_CAA64542_ (X95253) acyl carrier protein 
[Cuphea lanceolata] 

39094 

LIB3106-091-Q1-K1-C6 

BLASTX 

g3122724 

173 

6.0e-13 

61 

59 

60S RIBOSOMAL PROTEIN L38 >gi_2289009 (AC002335) ribosomal 
protein L38 isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



39095 

LIB3106-091-Q1-K1-E9 

BLASTN 

gl2139 

284 

1.0e-158 

396 

93 

Pea plastid genes rps2, atpl, atpH, atpF, atpA, trnR and 
trnG coding for ribosomal protein S2, one CF(1) and three 
CF{0) subunits of ATP synthase and tRNA-Arg and tRNA-Gly 

39096 

LIB3106-091-Q1-K1-F10 

BLASTX 

g541943 

291 



6072 



E value 
Match length 
% identity 
NCBI Description 



3.0e-26 

68 

75 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



39097 ^ 

LIB3106-091-Q1-K1-F4 

BLASTN 

g3900979 



BLAST score 


33 


E value 


3.0e-09 


Match length 




% identity 


inn 


NCBI Description 


Eichnornia crassipes itiKNii ror iueuaixounioriexii . 




clone A 


Seq. No. 


39098 


Seq. ID 


LIB3106-091-Q1-K1-H^ 


Method 


BLASTN 


NCBI GI 


g829118 


BLAST score 


147 


E value 


6. Oe-77 


Match length 


322 


% identity 


86 


NCBI Description 


F.vuxgaris gene ror cyciopniiin 


Seq. No. 


39099 


Seq. ID 


LIBolUD-Uyz-yi-i\l-AD 


Method 


BLASTN 


NCBI GI 


g403326 


BLAST score 


32 


E value 


1.0e-08 


Match length 


120 


% identity 


82 


NCBI Description 


T . repens irwi-LA itiKiM/i ror iueLaiioLnioneixi -L-Lj^t; 


Seq. No. 


39100 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3650368 


BLAST score 


195 


E value 


3.0e-15 


Match length 


84 


% identity 


50 


NCBI Description 


(AJ011398) profucosidase [Pisum sativum] 


Seq. No. 


39101 


Seq. ID 


LIB3106-092-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3947854 


BLAST score 


173 


E value 


2.0e-12 


Match length 


101 



% identity 

NCBI Description 



41 

(AL034381) conserved hypothetical PFAM UPF0031 containing 
protein [Schizosaccharomyces pombe] 



6073 



G> • 

Seq. No. 39102 

Seq. ID LIB3106-092-Q1-K1-D10 

Method BLASTN 

NCBI GI gl675195 

BLAST score 52 

E value 2.0e-20 

Match length 218 

% identity 82 t 

NCBI Description Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 



Seq. No. 39103 

Seq. ID LIB3106-092-Q1-K1-D12 

Method BLASTX 

NCBI GI g3334112 

BLAST score 139 

E value 1.0e-08 

Match length 57 

% identity 45 

NCBI Description ACYL-COA-BINDING PROTEIN (ACBP) >gi_1938236_emb_CAA70200_ 
(Y08996) acyl-CoA-binding protein [Ricinus communis] 

Seq. No. 39104 

Seq. ID LIB3106-092-Q1-K1-E1 

Method BLASTX 

NCBI GI g2104679 

BLAST score 142 

E value 3.0e-09 

Match length 50 

% identity 60 

NCBI Description (X97906) transcription factor [Vicia faba] 

Seq. No. 39105 

Seq. ID LIB3106-092-Q1-K1-F11 

Method BLASTX 

NCBI GI g2078350 

BLAST score 157 

E value 5.0e-18 

Match length 96 

% identity 57 

NCBI Description (U95923) transaldolase [Solanum tuberosum] 

Seq. No. 39106 

Seq. ID LIB3106-092-Q1-K1-F12 

Method BLASTX 

NCBI GI g4544453 

BLAST score 230 

E value 2.0e-19 

Match length 89 

% identity 62 

NCBI Description (AC006592) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 39107 

Seq. ID LIB3106-092-Q1-K1-F9 

Method BLASTX 

NCBI GI g2245097 



6074 




BLAST score 


279 


Hi VaXUc 


7 Oe-25 


ixiaccn xenytn 




t) laenuity 


D X 


ini^-dx uescriptioii 


(7§l r \A'\\ hwrvYhhual" i pa 1 nrnfpi n f Arabi don^i^ thalianal 


Q r$ rr VT/-\ 
o e CJ . IN O • 


^qi hp. 


Ocv^ • X U 


LTB3106-092-O1-K1-G1 


Mat" Vi /^iiH 


RT.A9TX 


NCBI GI 


g3805845 


BLAST score 


406 


E Vcilu© 




lyiaucn lenyLu 




% identity 


/ X 


inujdx uescripLUJii 


fZXTD^IQfi^ rm +- a i* i \re± nrnfAin r Ar^hi Hnn^ "i "hhalianal 

^niiUJljOOJ pULd LX VC X kJ> U t^J XX i L* 1 *- CUJJ-UUpOXO L^lld J — Lullu J 


oeq. lno. 






xiojiwv \j y yi i\± iiJ — L 




LjXxtiO X IN 


NCBI GI 


gl8764 


BLAST score 


86 


E value 


o • i x 


riaxcn xengun 


XCJ ft 


% identity 


P Ci 


LNoDl Ucol LipLlUll 


n Tna v t-fi-fcn (Tpnp ■for* p 1 nnaa t* i on "fartor EF— la 


beq. LNO . 






TiTB^106-092-Ol-Kl-H8 




jjXtrlO ± A. 


NCBI GI 


gjy j 


BLAST score 


oul 


E value 




Maicn lenytn 




% identity 


69 


NCBI Description 


CYSTEINE SYNTHASE CHLOROPLAST PRECURSOR ( O-ACET YLSERINE 


O U xi r 11 X L/X\ I XoriO ilt ) \KJ r\\^iLs± x XjOXjivXLNEj \±n±\JXj} Xj inQD ) \ ^unu i_4 y 








nrannrQnr -7 -ncar^n^T* ">rr4 17Q44 pmh PAA4fi(1fifi ^X648741 
LJX U.X oUi peptycx x x / j*± i cull; ^nni uyuu \z\vj**u/"x; 




O-aretvlserine ( thiol ) — lvase rCaDsicum annuuiul 


QcirT Kin 
b e • IN O . 


1 1 


C^n- TP) 

o ts * X u 


T J TB' : il06-093-Ol-Kl-A7 

uiojxuu vj — ' St- 1 - xvx 




"RT aQTV 


NCBI GI 


g3094012 


BLAST score 


166 


sis Value 


i . Uc XX 


lYiaTicn lengtii 


DO 


% identity 




inuisx uesciiption 


\_*(JJ_vJ. X t;y LLXct L.CLJ. Xi^uiMi, [iiavaLCia uiiuj. j.uy j.a>-» 


beq* No* 




uC^ • X XJ 


LIB3106-093-O1-K1-B5 


Method 


BLASTX 


NCBI GI 


g445613 


BLAST score 


324 


E value 


4.0e-30 


Match length 


113 



6075 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

ribosomal protein L7 [Solanum tuberosum] 
39113 

LIB3106-093-Q1-K1-C8 

BLASTX 

g2501647 

173 

2.0e-12 

64 
61 

UROPORPHYRINOGEN DECARBOXYLASE PRECURSOR (UPD) 

>gi 1362120_pir S55732 uroporphyrinogen decarboxylase - 

common tobacco >gi_1009429_emb_CAA58040_ (X82833) 
uroporphyrinogen decarboxylase [Nicotiana tabacum] 

39114 

LIB3106-093-Q1-K1-D2 

BLASTX 

g2129752 

174 

2.0e-12 

72 

49 

thioredoxin - Arabidopsis thaliana >gi_992964_emb__CAA84612_ 
(Z35475) thioredoxin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39115 

LIB3106-093-Q1-K1-D9 

BLASTX 

g2829927 

206 

3.0e-16 

80 
53 

(AC002291) Unknown protein [Arabidopsis thaliana] 



39116 

LIB3106-093-Q1-K1-E1 

BLASTX 

gl353352 

351 

3.0e-33 

121 

54 

(U31975) alanine aminotransferase 
reinhardtii] 



[Chlamydomonas 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39117 

LIB3106-093-Q1-K1-E3 

BLASTX 

g2447107 

227 

7.0e-19 

83 

57 

(U42580) A638R [Paramecium bursaria Chlorella virus 1] 



6076 



Sea. No. 


39118 


Seq. ID 


LIB3106-093- 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


289 


E value 


1.0e-162 


Match lenath 


372 


% i dent it" v 


94 


NCBI Description 


Glycine max 




snbnnit mRNi 


Sea. No. 


39119 


Seq. ID 


LIB3106-094- 


Method 


BLASTX 


NCBI GI 


g3242659 


BLAST score 


284 


K value 


2. Oe-25 


M^tph 1 Plinth 


120 


% identitv 


4 9 


NPRT D^^PT*iot ion 


(AB015599) 


Sea. No. 


39120 


Seq. ID 


LIB3106-094 


Method 


BLASTX 


NCBI GI 


g4415908 


RT.AST score 


246 


Ht V ciJ. Lit: 


4 . 0e-21 




70 


S: iHpntitv 


71 








39121 


Sea. ID 


LIB3106-094 


Method 


BLASTX 

X^J 1 Ji 




a2702284 


BLAST score 


194 


E value 


6.0e-15 


Match length 


89 


% identity 


34 


NCBI Description 


(AC003033) 




thaliana] 



complete cds 



spermidine synthase [Coffea arabica] 



unknown protein [Arabidopsis thaliana] 



-Q1-K1-D5 



Argonaute (AGOl)-like protein [Arabidopsis 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39122 

LIB3106-094-Q1-K1-E4 

BLASTX 

g2347088 

265 

3.0e-23 

80 

66 

(U72765) non-specific lipid transfer protein PvLTP-24 
[Phaseolus vulgaris] 



Seq. No. 
Seq. ID 
Method 



39123 

LIB3106-094-Q1-K1-F10 
BLASTX 



6077 



# 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 39124 

Seq. ID LIB3106-094-Q1-K1-F4 

Method BLASTX 

NCBI GI g2739375 

BLAST score 263 

E value 6.0e-23 

Match length 91 

% identity 63 

NCBI Description (AC002505) unknown protein [Arabidopsis thaliana] 

Seq. No. 39125 

Seq. ID LIB3106-094-Q1-K1-G11 

Method BLASTN 

NCBI GI gl236950 

BLAST score 47 

E value 1.0e-17 

Match length 71 

% identity 92 

NCBI Description Glycine max nucleoside diphosphate kinase mRNA, co] 
cds 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



g3292827 
392 

3.0e-38 
97 
80 

(AL031018) putative protein [Arabidopsis thaliana] 



39126 

LIB3106-094-Q1-K1-G4 

BLASTN 

g3885510 

150 

9.0e-79 

274 

89 

Medicago sativa clone MS28 unknown mRNA 



Seq. No. 39127 

Seq. ID LIB3106-094-Q1-K1-H5 

Method BLASTN 

NCBI GI gl9747 

BLAST score 64 

E value 1.0e-27 

Match length 131 

% identity 87 

NCBI Description N.sylvestris psaDa gene for PSI-D2 

Seq. No. 39128 

Seq. ID LIB3106-094-Q1-K1-H9 

Method BLASTX 

NCBI GI gl706958 

BLAST score 186 

E value 6.0e-14 

Match length 35 

% identity 94 

NCBI Description (U58284) cellulose synthase [Gossypium hxrsutum] 



6078 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39129 

LIB3106-095-Q1-K1-A1 

BLASTX 

g82078 

141 

4.0e-09 

63 

56 

chlorophyll a/b-binding protein type I precursor (cab-6A) - 
tomato >gi_170388 (M17633) chlorophyll a/b-binding protein 

[Lycopersicon esculentum] >gi_225895_prf 1402358A 

photosystem I protein CAB [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 



39130 

LIB3106-095-Q1-K1-A11 
BLASTN 



NCBI GI 


glUoooo / 


BLAST score 


T IT 1 

251 


E value 


i . ue-i 


Match length 




1 identity 


y o 


NCBI Description 


Glycine max 




subunit rriRNi 


Seq. No. 


39131 


Seq. ID 


LIB3106-095- 


Method 


BLASTN 


NCBI GI 


g!173641 


BLAST score 


156 


E value 


2.0e-82 


Match length 


200 


% identity 


94 


NCBI Description 


Glycine max 


Seq. No. 


39132 


Seq. ID 


LIB3106-095 


Method 


BLASTX 


NCBI GI 


g4185513 


BLAST score 


258 


E value 


8.0e-23 


Match length 


79 


% identity 


67 


NCBI Description 


(AF102823) 



actin depolymerizing factor 5 [Arabidopsis 
thaliana] >gi_4185517 (AF102825) actin depolymerizing 
factor 5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39133 

LIB3106-095-Q1-K1-A8 

BLASTX 

g4417271 

138 

1.0e-08 

28 

89 

(AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



6079 



# • 



Seq. No. 


39134 


Seq. ID 


LIB3106-095-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3021348 


BLAST score 


530 


E value 


3.0e-54 


Match length 


120 


% identity 


87 


NCBI Description 


(AJ004961) ribosomal orotein LI 8 rn-ir^r sr-i e»t- -i nnml 


Seq. No. 


39135 


Seq. ID 


LIB3106-095-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


189 


E value 


2.0e-14 


Match length 


54 


% identity 


69 


NCBI Description 


60S RIBOSOMAL PROTEIN L10A 


Seq. No. 


39136 


Seq. ID 


LIB3106-095-Q1-K1-H4 


Method - 


BLASTN 


NCBI GI 


g310575 


BLAST score 


72 


E value 


2.0e-32 


Match length 


164 


% identity 


92 


NCBI Description 


Glvcinp rnp? >r nnrinl i n-?f! mRNZX pomnl o-f-o nr\a 


Seq. No. 


39137 


Seq. ID 


LIB3106-096-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl053057 


BLAST score 


390 


E value 


8.0e-38 


Match length 


124 


% identity 


69 


NCBI Description 


(U38422) histone H3 TTri f -i rnm flp^f-ivnml 

\ ^* / iij.ijl.wiic -11 ^ |_ J. 1. _L L.XL LULL CLC O L. _L V LLLLL j 


Seq. No. 


39138 


Seq. ID 


LIB3106-096-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g464981 


BLAST score 


225 


E value 


1. 0e-18 


Match length 


56 


% identity 


79 


NCBI Description 


UBIOUITIN— CONJUGATTNf; FN7YMF VO — 1 7 T^n f TTRTnnT TTM— DDfiTTTTM 




LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi 388207 (L23762) 




ubiquitin carrier protein [Lycopersicon~esculentum] 


Seq. No. 


39139 


Seq. ID 


LIB3106-096-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g567893 



6080 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150 

1.0e-09 

89 

40 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 

39140 

LIB3106-096-Q1-K1-C11 

BLASTX 

g3121825 

200 

1.0e-15 

93 

53 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_1498247_emb_CAA63910__ (X94219) 
basl protein [Spinacia oleracea] 

39141 

LIB3106-096-Q1-K1-D8 

BLASTN 

g343480 

96 

9.0e-47 
176 

89 , % 

tobacco chloroplast atpase gene (b and e subunxts) and 

flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39142 

LIB3106-096-Q1-K1-E8 

BLASTX 

gl351279 

273 

3.0e-24 

111 

57 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602590__emb_CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 

39143 

LIB3106-096-Q1-K1-F5 

BLASTX 

g3023436 

214 

3.0e-17 

109 

39 

CAFFEOYL-COA O-METHYLTRANSFERASE (TRANS -CAFFEOYL-COA 
3-O-METHYLTRANSFERASE) (CCOAMT) (CCOAOMT) >gi_857578 
(U27116) caffeoyl-CoA 3-O-methyltransf erase [Populus 
tremuloides] 



Seq. No. 
Seq. ID 



39144 

LIB3106-096-Q1-K1-F9 



6081 



M^thnd 


BLASTX 


NCBI GI 


g2342735 


BLAST score 


385 


TT tra 1 no 


3 . Oe-37 


Match length 


1 HQ 




7 1 


1NO.D1 UcoL-LipLlUu 


f ArOO^^I 1 unknown nrote 


oeq. JNO . 




osq. J-U 


T,TR?1 06-096-01 -K1-H4 


j. it; uiivjLi 


BLASTN 


NCBI GI 


gl70089 


BLAST score 


373 


TP tt a 1 na 
£j VaJ-Uc 


0 0^4-00 


lyia ten lenyLii 


A & R 

*i O 


-6 iaent,ii.y 


:7 O 


INv^Dl UcbtllpLlUu 


O * iLLCl J\ VCyCLQL.1 VC O LUi. a. y v3 




.7 ± *i U 


O • x. u 


LIB3106-096-O1-K1-H6 


L v ltr L.X1UU. 


RT.ASTN 

DiJAtJ X I 1 * 


NCBI GI 


gl769904 


BLAST score 


53 


Xj VcL-LLLts 


7 no-pi 


lYLai-cn leny i.n 


ft R 


% identity 




INL/Di Description 


7\ 4- V* o 1 n ana t^oV^O rron o 
£\* tnaxlalla poXJJr ytJIlC 


beq. wo. 




Cq/^t t n 
oeq. iu 


T TR*31 06-0Q7-nl — Kl —A? 

XjXDO XU U \J J I v X. XV X rli. 


Method. 




WORT GT 


a2 674203 


BLAST score 


200 


E value 


2.0e-15 


Match length 


46 


% identity 


83 


NCBI Description 


(AF036328) CLP protease 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
39148 

LIB3106-097-Q1-K1-A3 

BLASTX 

gl34145 

325 

2.0e-30 

105 

61 

STEM 28 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 

PROTEIN A) >gi_99886_pir S08511 28K protein - soybean 

>gi_169898 (M37530) 28 kDa protein [Glycine max] >gi_169975 

(M76981) vegetative storage protein [Glycine max] 

>gi_226867_prf 1609232B 28kD glycoprotein [Glycine max] 

>gi_444325_prf 1906374A vegetative storage protein 

[Glycine max] 



Seq. No. 
Seq. ID 



39149 

LIB3106-097-Q1-K1-A5 



6082 




Method BLASTN 

NCBI GI g20657 

BLAST score 85 

E value 5.0e-40 

Match length 195 

% identity 89 

NCBI Description P. sativum Cab II gene 




for chlorophyll a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39150 

LIB3106-097-Q1-K1-B5 

BLASTX 

gl076668 

249 

7.0e-35 

119 

64 

NADH dehydrogenase (EC 1. 
>gi_6 3983 4_emb_CAA5 8 8 2 3_ 
[Solanum tuberosum] 



6.99*3) - potato 

(X83999) NADH dehydrogenase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39151 

LIB3106-097-Q1-K1-E10 

BLASTN 

g!69190 

95 

4.0e-46 

203 

87 

P.hybrida 5-enolpyruvylshikimate 3-phosphate synthase mRNA, 
complete cds 

39152 

LIB3106-097-Q1-K1-F3 

BLASTX 

g4104457 

234 

2.0e-19 
51 

(AF036172) 2-oxoglutarate/malate translocator [Zea mays] 
39153 

LIB3106-097-Q1-K1-F4 

BLASTN 

gl70089 

71 

9.0e-32 

155 

88 

G.max vegetative storage protien mRNA (VSP27), complete cds 



Seq. No. 39154 

Seq. ID LIB3106-097-Q1-K1-F6 

Method BLASTN 

NCBI GI gl70089 

BLAST score 129 

E value 3.0e-66 



6083 



Match length 373 
% identity 88 

NCBI Description G.max vegetative storage protien mRNA (VSP27), complete ccis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39155 

LIB3106-097-Q1-K1-H9 

BLASTX 

g3355487 

176 

1.0e-12 

113 

38 

(AC004218) unknown protein [Arabidopsis thaliana] 



39156 

LIB3106-098-Q1-K1-A2 

BLASTX 

g481812 

255 

4.0e-22 

56 

41 

DNA-binding protein GT-2 
>gi_4 1649 0_emb_CAA5 1 2 8 9_ 
thaliana] 



- Arabidopsis thaliana 

(X72780) GT-2 factor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39157 

LIB3106-098-Q1-K1-B12 

BLASTX 

g2980761 

429 

2.0e-42 

108 

69 

(AL022198) putative protein [Arabidopsis thaliana] 
39158 

LIB3106-098-Q1-K1-B4 

BLASTX 

g3309575 

387 

2.0e-37 

119 

65 

(AF060553) calcium sensor homolog [Arabidopsis thaliana] 
>gi__4538989__emb_CAB39731.1_ (Y18870) CBL4 protein 
[Arabidopsis thaliana] 

39159 

LIB3106-098-Q1-K1-D2 

BLASTN 

g20899 

91 

1.0e-43 

223 
88 

Pea mRNA for Cu/Zn superoxide dismutase II (SOD9) 



6084 



Seq. No. 39160 

Seq. ID LIB3106-098-Q1-K1-D5 

Method BLASTX 

NCBI GI g2982432 

BLAST score 325 

E value 3.0e-30 

Match length. 73 

% identity 81 , 

NCBI Description (AL022224) putative protein [Arabidopsis thalianaj 

Seq. No. 39161 

Seq. ID LIB3106-098-Q1-K1-E10 

Method BLASTX 

NCBI GI g4263795 

BLAST score 353 

E value 2.0e-33 

Match length 93 

% identity 70 

NCBI Description (AC006068) putative glucosyltransf erase [Arabidopsis 
thaliana]- 



39162 

LIB3106-098-Q1-K1-E5 

BLASTN 

g2565339 

140 

9.0e-73 

283 

87 

Lupinus luteus ribosomal protein S14 (rpsl4) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39163 

LIB3106-098-Q1-K1-E6 

BLASTX 

g3492806 

181 

2.0e-13 
72 
49 

(AJ225045) 
domestical 



adventitious rooting related oxygenase [Malus 



Seq. No. 39164 

Seq. ID LIB3106-098-Q1-K1-F1 

Method BLASTX 

NCBI GI g625547 

BLAST score 309 

E value 3.0e-28 

Match length 62 

% identity 89 

NCBI Description chlorophyll a/b-binding protein type I - common tobacco 
>gi_493723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



6085 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39165 

LIB3106-098-Q1-K1-H3 

BLASTX 

g401142 

191 

1.0e-14 

83 
48 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLTRANSFERASE) 

>gi_322721_pir S31479 sucrose synthase (EC 2.4.1.13) - 

fava bean >gi_22038_emb_CAA49428_ (X69773) sucrose synthase 
[Vicia faba] >gi_295426 (M97551) 

UDP-glucose:D-fructose-2-glucosyltransf erase [Vicia faba] 
39166 

LIB3106-099-Q1-K1-B2 

BLASTX 

g3746059 

306 

3.0e-28 

92 

71 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

39167 

LIB3106-099-Q1-K1-B7 

BLASTN 

gl732468 

156 

2.0e-82 

269 

92 

Soybean mRNA for Mg chelatase subunit (46 kD) , complete cds 
39168 

LIB3106-099-Q1-K1-D9 

BLASTX 

gl34597 

230 

4.0e-19 

117 
44 

SUPEROXIDE DISMUTASE-4A (CU-ZN) >gi_100926_pir S07007 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) 4, cytosolic - 
maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39169 

LIB3106-099-Q1-K1-F5 

BLASTX 

g2924363 

158 

1.0e-10 

42 

74 

(AJ224 683) zeta-carotene desaturase 



[Narcissus 



6086 




pseudonarcissus] 



oeq. JNO • 


39170 


Seq. ID 


LIB3106-099-Q1-K1-H6 


Method 


BLASTN 




gZ Jirl i, J / 


BLAST score 


yo 


E value 




Marcn lengun 


904 
z. \j *± 


-s laenriuy 


o / 


NCBI Description 


T /^Vi apnn phi nronl fl^f CTPnoiTie DNA 


Seq. No. 


i /i 


Seq. ID 


LIB3106-100 -Ql -Kl-Al 0 


Method 


BLASTN 


NLdI bl 




hsLAol score 


1 Dfl 


E value 




lYiatcn. ±ciiyLii 


212 


% identity 


Q Q 


NCBI Description 


m -a V mPMA for root nodule acid phosphatase 


Seq. No. 




Seq. ID 


LIB3106-100-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gozo yuz 


BLAST score 


104 


E value 


4 . ue — iu 


ixiarcn iengt.n 


fin 


% identity 


/t *5 
4 O 


NCBI Description 


■ Ar - Q Hnvi n — 1 nrnf 1 pvn aurantiaCUS 


Seq. No. 


oyi / o 


Seq. ID 


LIB3106-100-Q1-K1-C7 


Method 


BLASTX 


NCBI bl 


goo / o / / 


BLAbi score 


ID J 


E value 


3 . ue— 11 


K/T -4- j~i V* T dY*i /""ft - ri 

riaucn lenyLii 


1 04 


% identity 




NCBI Description 


/niQQ9^\ imifnown r Arahi Hod^is thalianal 


Seq. No. 


oyi / 4 


Seq. ID 


LIdjIUD 1UU yl M CjJ. 


Method 


BLASTN 


NCBI GI 


gl399379 


BLAST score 


£9 


E value 


9 Plci-9 £ 

z . ue zo 


Match length 


n q 
/ y 


t> laeiiLity 


Ql 


NCBI Description 


Glycine max S-adenosyl-L-methionine :delta2 4 -sterol-' 




methyltransf erase mRNA, complete cds 


Seq. No. 


39175 


Seq. ID 


LIB3106-100-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3893822 



■c- 



6087 



BLAST score 


172 


E value 


± . Uc 


Match lengtn 


111 
1 1 J. 


% identity 


CT 

D f 


jNCol uescripLion 


(n964 9Ri ATPase beta subunit [Nicotiana sylvestris 


beq. ino. 


O .7 X / v 




LIB3106-100-Q1-K1-G9 


Method 


dt no™ 
bLAb 1 IN 


NCBI GI 


gl326160 


BLAST score 


69 


E value 


0 fie* — "3 Pi 

z . ue ju 


Matcn lengtn 


HQ 
1 / J? 


% identity 


Q /I 


jmudI uescripuion 


pHa cseanl ns vulaaris dehvdrin itiRNA, complete cds 


Seq. No. 


Jjj. / / 


beq. lu 


T TR^I 06-100-O1-K1-H4 


Method 


BLAbTN 


NCBI GI 


giuoo jd / 


BLAST score 


371 


E value 


0.0e+00 


Matcn lengtn 




■6 identity 




NCBI Description 


n T7nin^ -mav t T Vmi 1 rs<z&— 1 S— in i snhosnhate carboxylase 


esnhnni f TriRNA fOTTmlpte cds 


Seq. No. 


J? 1 / 0 


Seq. ID 


T TR^I m -Ol -K1 -DIG 


Method 


BLASTN 


NCBI GI 


glUooob / 


BLAST score 


65 


E value 


3.0e-28 


Match length 




% identity 


Q1 


NCBI Description 


biyCine max IIDUIOoc J- / -J UloyuUD^uaLC wa..L.k-'<~'A_yj-c*.j^ 


o U.D U.I1-L L iLLrxLNiT./ v_v^iLi]w»j_c; u^; uuq 


Seq. No. 




oeq. iu 


T.TR^I 06-101-O1-K1-H6 

J_| J_ Jj *J _L \J \J -L. V> -L- Si-*- AVJ. Wv 


Method 


BLAolA 


NCBI GI 


g4ooo yzo 


BLAST score 


202 


E value 


6.0e-16 


Match lengtn 


3 o 


% identity 


f U 


NCBI Description 


/at nyi Q/fQ'?^ nvaHi ^-(*dH ■nr^i - ^ "i n Hp^t"i n3f ion factor 


|_ r\±. CLU J- kJL\J ^ o -L CJ unaiiaiioj 


Seq. No. 


^ Q1 Qfl 


Seq. ID 


t tr^i n£— i 09— m — ki —AS 


Method 


JD XJXT.O ± IN 


NCBI GI 


g3341442 


BLAST score 


57 


E value 


2.0e-23 


Match length 


131 


% identity 


95 



small 



small 



6088 



NCBI Description 



Glycine max mRNA for root nodule acid phosphatase 



Seq. No. 39181 

Seq. ID LIB3106-102-Q1-K1-B7 

Method BLASTX 

NCBI GI g2330649 

BLAST score 286 

E value 1.0e-25 

Match length 141 

% identity 43 

NCBI Description (Y14558) tapoi some rase I [Pisura sativum] 

Seq. No. 39182 

Seq. ID LIB3106-102-Q1-K1-C10 

Method BLASTX 

NCBI GI g2388565 

BLAST score 381 

E value 1.0e-36 

Match length 135 

% identity 56 

NCBI Description {AC000098) Similar to Prunus pectinesterase (gb_X95991) . 
[Arabidopsis thaliana] 

Seq. No. 39183 

Seq. ID LIB3106-102-Q1-K1-C2 

Method BLASTX 

NCBI GI g2569938 

BLAST score 176 

E value 1.0e-12 

Match length 140 

% identity 39 

NCBI Description (Y15193) GAI [Arabidopsis thaliana] 

Seq. No. 39184 

Seq. ID LIB3106-102-Q1-K1-E11 

Method BLASTN 

NCBI GI g2351070 

BLAST score 128 

E value 1.0e-65 

Match length 312 

% identity 85 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MTH12, complete sequence [Arabidopsis thaliana] 

Seq. No. 39185 

Seq. ID LIB3106-102-Q1-K1-F5 

Method BLASTX 

NCBI GI g2224663 

BLAST score 283 

E value 2.0e-25 

Match length 113 

% identity 50 

NCBI Description (AB002359) KIAA0361 [Homo sapiens] 
Seq. No. 39186 

Seq. ID LIB3106-102-Q1-K1-H2 
Method BLASTX 



6089 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



g393707 
206 

3.0e-16 

80 
54 

1X61636) acetyl-CoA 



acyltransferase [Cucumis sativus] 



39187 

LIB3106-103-Q1-K1-A5 

BLASTX 

gl00069 

183 

1.0e-13 

58 
60 

cysteine proteinase tpp (EC 3.4.22, 
>gi_3980198_emb_CAA46863_ (X66061) 
sativum] 



-) - garden pea 
thiolprotease [Pisum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



39188 

LIB3106-103-Q1-K1-A6 

BLASTN 

gl055367 

53 

3.0e-21 

89 
90 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

39189 

LIB3106-103-Q1-K1-B10 

BLASTN 

gl8755 

113 

9.0e-57 

121 

98 

Soybean SRS4 mRNA for ribulose-1, 5-bisphosphate carboxyl 
(Rubisco) small subunit, partial cds 

39190 

LIB3106-103-Q1-K1-B5 

BLASTN 

g531828 

42 

2.0e-14 

82 

88 

Cloning vector pSportl, complete cds 
39191 

LIB3106-103-Q1-K1-B8 

BLASTN 

gl69974 

92 

2.0e-44 



6090 



Match length 220 

% identity 85 

NCBI Description Glycine max vspA gene, complete cds 

Seq. No. 39192 

Seq. ID LIB3106-103-Q1-K1-D12 

Method BLASTX 

NCBI GI g2832657 

BLAST score 402 

E value 3.0e-39 

Match length 143 

% identity 13 

NCBI Description (AL021710) putative protein [Arabidopsis thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39193 

LIB3106-103-Q1-K1-F1 

BLASTN 

gl70067 

126 

2.0e-64 

342 

85 

Soybean (G.max) proline-rich cell wall protein 
gene, complete cds 



(SbPRP3) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39194 

LIB3106-103-Q1-K1-G12 

BLASTN 

gl055367 

246 

1.0e-136 

366 

92 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

39195 

LIB3106-103-Q1-K1-G4 

BLASTX 

gll73198 

499 

1.0e-50 

104 

93 

40S RIBOSOMAL PROTEIN S13 >gi_4 80095_pir S36423 ribosomal 

protein S13.e - garden pea >gi_396639_emb_CAA80974_ 
(Z25509) ribosomal protein S13 [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39196 

LIB3106-103-Q1-K1-G5 

BLASTX 

g2392769 

195 

6.0e-15 

96 

47 

(AC002534) putative histone deacetylase [Arabidopsis 



6091 




thaliana] 



Con Ma 


j y j. j t 


Seq. ID 


LIB3106-103-Q1-K1-H11 


Method 


BLASTN 


WpDT (IT 


rr^ft 91 7 ft 0 


DT 7\ CT c? r\y~ a 

nJjfio-L scoire 


O D 


£j vaiue 


Q Ho— 1 1 


riaUuil icily Uii 


A R 


% identity 


D / 


NCBI Description 


Xenopus laevis cD&A clone 27A6- 1 




O Z? -L O 


Seq. ID 


t Tt3"3i c\c i m rM v\ tin; 


Method 


DliAb i A 


NCBI GI 


g3914467 


BLAST score 


201 


ci vaiue 


/ . ue 1 0 


Match length 


Q Ok 

0 y 


% identity 


ol 


jnudi uescr iption 


9£Q PRATE 1 21 QfWF RFfinT STHRY ^TTPJTKFTT <3 ^ ("WnPT.'R'AR AKTTTCJFN 


-s.^-r-i T Q^/l nm HK-i DTiTilOO'^'? f 7±lZC\i~\~\ A 0 0 \ 0"\ t AT-i r*r\+- i ana 
>gi 1o04UUj QD3 Diitiiy^OZ \l\n\J\J LQZ./. } ZIUI L^-LCOLiaild 




tabacuin] 


beq. no. 


jyiyy 


beq. ID 


L1do1Uo-1U4-(J1 - J\1 _ A1z 


Method 


BLASTN 


NCBI GI 


g2815245 


DliAbl score 


Q £ 
O 0 


E value 


z . ue— 4U 


Match length 


Z4Z 


% identity 


Q A 

o4 


NCBI Description 


C • arietinum mRNA for class I type 2 metallothionein (c 




oanMi --i ; 


beq. wo. 




Seq. ID 


LIB3106-104-Q1-K1-A2 


Method 


BLASTX 


JNUOl (a! 


y4 o I ±Z o U 


DLAbJ. score 


1 G.A 

lo4 


E value 


z . ue-n 


Match length 


DO 


% identity 


DO 


NCBI Description 


(Auuubzbu; nypotineuicai protein L^raoiuopsis Tinananaj 


beq. wo. 


oyzui 


beq. id 


T TD"31 1 H /I — Pil —K'l _7i7 
LIdJIUO lU4"yi M~A / 


Method 


BLASTX 


NCBI GI 


g3790102 




1 AA 

144 


E value 


6.0e-16 


Match length 


82 


% identity 


60 


NCBI Description 


(AFO 95521) pyrophosphate-dependent phosphof ructokinase 




alpha subunit [Citrus X paradisi] 


Seq. No. 


39202 



6092 



C /-x/-v T Tl 
OcC[t ±u 


T.TB3106-104- 




BLASTX 


NCBI GI 


g2982243 


BLAST score 


148 


E value 




lYiaucn xenyt.ii 




% identity 


7Q 


UcbOIipLlwll 


(AF051204) 


beq. no. 






LIB3106-104 


r*iex.noci 




IM S3 J. v3 J- 


a3193293 


BLAST score 


339 


E value 


7.0e-32 


Match length 


121 


% identity 


56 


NCBI Description 


(AF069298) 



hypothetical protein [Picea mariana] 



(GB:AC000375) 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



39204 

LIB3106-104-Q1-K1-D2 

BLASTX 

gl262440 

246 

4.0e-21 

112 

51 

(U26457) lipoxygenase [Glycine max] 
39205 

LIB3106-104-Q1-K1-F2 

BLASTN 

g3821780 

36 

8-0e-ll 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
39206 

LIB3106-104-Q1-K1-F6 

BLASTN 

g602358 

86 

1.0e-40 

203 

89 

P. sativum mRNA for type II chlorophyll a/b binding protein 
39207 

LIB3106-104-Q1-K1-G1 

BLASTX 

gll09699 

165 

2.0e-17 



/ 



6093 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



101 
49 

(X83381) 



gibberellin 20-oxidase [Arabidopsis thaliana] 



39208 

LIB3106-104-Q1-K1-G3 

BLASTX 

g2688820 

257 

3.0e-22 

121 

44 

(U93271) enoyl-CoA hydratase 



[Prunus armeniaca] 



39209 

LIB3106-104-Q1-K1-H5 

BLASTX 

g2864608 

296 

8.0e-27 

99 

61 

(AL021811) ferredoxin — NADP+ reductase - like protein 
[Arabidopsis thaliana] >gi_4 04 933 8_emb_CAA22 5 63_ (AL034567) 

f erredoxin-NADP+ reductase-like protein [Arabidopsis 

thaliana] 

39210 

LIB3106-104-Q1-K1-H8 

BLASTX 

g3776559 

146 

3.0e-09 

94 

40 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

39211 

LIB3106-105-Q1-K1-A2 

BLASTX 

g441457 

549 

2.0e-56 

105 
97 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

39212 

LIB3106-105-Q1-K1-A8 

BLASTN 

gl69974 

227 

1.0e-125 



6094 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



319 
93 

Glycine max vspA gene, complete cds 
39213 

LIB3106-105-Q1-K1-D11 

BLASTX 

gl946358 

411 

3.0e-40 

120 

63 

(U93215) unknown protein [Arabidopsis thaliana] 
39214 

LIB3106-105-Q1-K1-E11 

BLASTN 

g4204764 

34 

1.0e-09 

34 

100 

Glycine max peroxidase (sEPb2) mRNA, partial cds 
39215 

LIB3106-105-Q1-K1-E5 

BLASTN 

gll96896 

36 

3.0e-ll 

52 

92 

Glycine max acidic ribosomal protein P0 mRNA, complete cds 
39216 

LIB3106-105-Q1-K1-G11 

BLASTX 

g3158476 

214 

2.0e-17 

62 

73 

(AF067185) aquaporin 2 



[Samanea saman] 



39217 

LIB3106-106-Q1-K1-C11 

BLASTX 

g417444 

192 

7.0e-15 
74 

55 

PHENYLALANINE AMMONIA- LYASE 2 >gi_217 98 4_db j_BAA00887_ 
(D10003) phenylalanine ammonia-lyase [Pisum sativum] 

39218 

LIB3106-106-Q1-K1-C8 



6095 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



BLASTX 

gl362108 

156 

2.0e-10 

89 
42 

histone H3 homolog 



- common tobacco 



39219 

LIB3106-106-Q1-K1-E3 

BLASTN 

gl055367 

442 

0.0e+00 

478 

98 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 







C &r r Tn 

oeq. iu 


T TD"31 HiC 1 Pi C r\"\ 1/1 t-i a 

LlBJlU b-IUb-Ql-Kl-E4 


L -t~ l_l J.U \Ji 




NCBI GI 




BLAST score 


191 


E value 


1.0e-14 




o o 




/ U 


lnudx Description 


CALU^U978) putative protein [Arabidopsis thaliana] 


oeq . iNO • 




oeq. xu 


LlBJlUo-luo-Ql-Kl-E9 


iltr LilUU 




NCBI GI 




BLAST score 


257 


E value 


5.0e-24 


Match length 


117 


% identity 


60 


NCBI Description 


(AF061282) polyprotein [Sorghum bicolor] 


Seq. No. 


39222 


Seq. ID 


LIB3106-106-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4098517 


BLAST score 


230 


E value 


3.0e-19 


Match length 


68 


% identity 


66 


NCBI Description 


(U79114) auxin-binding protein ABP19 [Prunus persica 


Seq. No. 


39223 


Seq. ID 


LIB3106-107-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl653702 


BLAST score 


259 


E value 


2.0e-22 


Match length 


136 


% identity 


42 



6096 



II 



NCBI Description (D90915) dihydrolipoamide acetyltransf erase component (E2) 





01 pyruvate u.exiycjii.uyeiia.oe uuxiipieA [_ oyiicLiiuLy o lio o^j.j 




*J Zt £~ C. *± 


Q orT TP) 


LiDJlUD J.U / W-L J-\--i- J- 0 




RT.A9TN 


NCBI GI 


gl8551 


BLAST score 


360 


111 value 


n neainn 

U . UcTUU 


lXia uCIl leily 




% identity 


1UU 




^rwhe^n P^hi^ rr^n<=> for PSTT T.HPTT nh 1 nrnnhvl 1 a /h tiindincr 




proiein 


O Ci . in (j • 




oecj. 1U 


t tr^i f)£— 1 07— m —pel -rz^ 


Method 


BLASTX 


NCBI GI 


g4375832 


jt5ixrt.o 1 score 


AQ A 

*± 0 4 


E value 


<c Ho— AQ 

o . ue 4 y 


Match length 




tj lusiiL 1 t_y 


79 


NCBI Description 


(AJ006961) peroxidase [Arabidopsis thaliana] 


oeg . jno . 




Carr T Pi 

oeq. 1U 


JjIdOIUO iu / ^1 fvl bo 


Method 


BLASTN 


NCBI GI 


g3600029 


dLiAoi score 




E value 


z . Ue—U y 


Match length 


ou 




^4 


NCBI Description 


AraDiaopsis rnanana rs/iu iiznzu 


QtrtJ. LNU. 


^Q997 


oecj. xu 


IilDJlUD 1UO W-L a^-L -D-J 


jyiet:noa 


"DT TV C TV 


KTP'RT (ZT 
1NO.B1 bl 


y ijuu i u 


DixriD i score 


1 &A 

1 Dfi 


E value 


3.0e-ll 


Match length 


64 


% identity 


OU 


NCBI Description 


JjHiU^vJALjoIjU 1 llMiil UNo Jr xl I J. UnliiL v lrt.ta(jlj U 1 1 IN 1 JN JrKJiOUKoUjK \ JrJl/i J_jy 




>gi ioy^jy tixuozoy) pnyroneinaggiuTiinin prepepiziae 




[_ irliaseOlUS VU.lya.ni5J -^y-*- / jOZjZ eitLL) ^i-iri^. OZ J / ^AUZ.fiU^^ 




leucoagglutinating phytohemagglutinin [Phaseolus vulgaris 


oeq. NO. 




beg, id 


lidjiuo-iuo yi i\i uo 


ixie cnou. 


OliriO 1 A 


IN ^ D 1 ul 




BLAST score 


770 


E value 


3.0e-82 


Match length 


155 


% identity 


92 


NCBI Description 


(AF079485) rac GTP binding protein AraclO [Arabidopsis 




thaliana] 



6097 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39229 

LIB3106-108-Q1-K1-D8 

BLASTX 

g541943 

311 

2.0e-28 

79 

73 

metallothionein - soybean >gi_228 682__prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39230 

LIB3106-108-Q1-K1-F1 

BLASTX 

gl350984 

373 

9.0e-36 

88 
84 

4 OS RIBOSOMAL PROTEIN S3A >gi_4 69248 
protein S3a [Helianthus annuus] 



(L31645) ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39231 

LIB3106-108-Q1-K1-G11 

BLASTX 

g4567285 

267 

2.0e-23 

72 

72 

(AC006841) hypothetical protein [Arabidopsis thaliana] 
39232 

LIB3106-109-Q1-K1-B2 

BLASTX 

g3033375 

176 

2.0e-15 

83 

55 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39233 

LIB3106-109-Q1-K1-C7 

BLASTX 

gl769905 

161 

3.0e-23 

113 

54 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex 
[Arabidopsis thaliana] 



(OEC) 



Seq. No. 
Seq. ID 



39234 

LIB3106-109-Q1-K1-C8 



6098 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g!055367 

229 

1.0e-126 

312 
94 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39235 

LIB3106-109-Q1-K1- 

BLASTX 

gl524383 

242 

1.0e-20 

103 

53 

(X63374) 
mays] 



■E5 



3-phosphoshikimate 1-carboxyvinyltransf erase [ Zea 



39236 

LIB3106-109-Q1-K1-F7 

BLASTN 

gl053215 

36 

3.0e-ll 

124 

82 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 


39237 


Seq. ID 


LIB3106-109-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl370287 


BLAST score 


214 


E value 


3.0e-17 


Match length 


58 


% identity 


76 


NCBI Description 


(Z73553) core protein [Pisum ; 


Seq. No. 


39238 


Seq. ID 


LIB3106-110-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3236242 


BLAST score 


230 


E value 


3.0e-19 


Match length 


87 


% identity 


56 


NCBI Description 


(AC004684) putative ribosomal 




thaliana] 


Seq. No. 


39239 


Seq. ID 


LIB3106-110-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3377509 


BLAST score 


456 



6099 




Lj V QJ.UC 


2.0e-45 


net u on xtiiiy un 


1 47 

X *i / 


7> XUCIILJ. L,y 


S7 


NCBI Description 


fAF056027) auxin transDort orotein REH1 TOrvza satival 


OcCJ. LMU. 




Qpn ID 


LIB3106-110-O1-K1-C11 


Mot Vi r^H 


XJ JJAiJ X i i 


NCBI GI 


g3738329 


BLAST score 


190 


Hi V CJ. X Lid 


2 . Oe-14 


ria uun xc21iljl.ii 


47 


o xmcii l, x l. y 




1\^di ucauiijJtiuii 


(AP00S17rn nnlfnnwn nrn^pi n rArahi Hnncii s t h a "I i arts 1 

1^ Uu J J. 1 \J } Llll J\11U Wll UlULClll [niQUlUUpOlO L. ildX _Ldl Id J 


C /-i or "N7/> 
0€CJ • WO • 






LIB310 6-110-O1-K1-D12 


Mot VioH 

LUC L.11LJLL 


RT.A^TX 


NCBI GI 


g4469023 


BLAST score 


210 


F! "tra 1 tip 


2.0e-17 




7 n 

/ u 




o / 




f&T.O^SfiO^?^ Tint a t "i Tj"rr>t f^i n T Atp r»i Honci iq thi^l"i^n?il 

y XtXj \J ~J yj \J \J J UULCIL.L VC UIULCIH [fll.ClJJXLlUUOXO U 11CL J- _L CLlld J 


oecj. jmo * 




Cp a yn 


LIDJIUU XXU Si- 1 - 1^-X Hi X Z, 


nc l.iiljlj. 


Diino x IN 


NCBI GI 


g!70089 


BLAST score 


45 


Hi Vdl Lit: 


O.Uc X U 


naucii xentjuri 


141 

X *± X 


is xa.eiiL.ity 






mav T7pnpt" at* i ofoyarro nrril" "i pn mPU A ( \7Q P 7 ^ r'f^iTiT^l pf - a 

O ■ lLldA VCLjCLCtLlVC O LUl aLjC piULiCll ILLXMMrl ^ V O x / y ^ LrUllipJ-C LC 


OcCJ. LNO. 




OCL| ■ if 


T.TR^I 1 D-OI -K1 -F7 

JjlDJlUu XXU St;- 1 - IaX Hi / 


1 1C LllULl 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


69 


j_i v a. x Lie; 




Maf"nh 1 on iT"t~ n 
IMCLUOil XtJliy L.I1 




^ ivj.eiiL.xcy 


0 u 


NCBI Description 


Rlvcinp max vsoA crene. coitmletp cci^ 


oeq • INO • 




JCLJ . XL/ 


T.TR^I nfi-1 1 O-DI -K*1 -F1 0 

lilDJIUu XXU V;X JlVX C 


MAt rtnri 




NCBI GI 


gl70089 


BLAST score 


55 


E value 


*t . Uc 


Match, length 


218 


% identity 


85 


NCBI Description 


G.max vegetative storage protien mRNA (VSP27), complete 


Seq. No. 


39245 


Seq. ID 


LIB3106-110-Q1-K1-F3 



6100 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g633604 

35 

2.0e-10 

64 

87 

P. sativum mRNA for gibberellin-responsive ovary protein 
39246 

LIB3106-110-Q1-K1-F5 

BLASTX 

gl351033 

178 

3.0e-13 

64 

61 

STEM 31 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 
PROTEIN VSP25) >gi_170088 (M20037) vegetative storage 
protein [Glycine max] 

39247 

LIB3106-110-Q1-K1-G11 

BLASTX 

g2864616 

227 

1.0e-18 

77 

62 

(AL021811) hypothetical protein [Arabidopsis thaliana] 



39248 

LIB3106-110-Q1-K1-G5 

BLASTN 

gl69897 

222 

1.0e-121 

365 

92 

G.max 28 kDa protein, 



complete cds 



39249 

LIB3106-111-Q1-K1-A6 

BLASTX 

g4510400 

396 

2.0e-42 

106 

80 

(AC006587) putative vacuolar-type H(+)-ATPase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



39250 

LIB3106-111-Q1-K1-A7 

BLASTX 

g2129889 

287 

2.0e-52 



6101 



Match length 


126 


% identity 


83 


NCBI Description 


methionine adenosyltransf erase (EC 2.5.1.6) 2 - garden pea 


Spa No 


39251 


Seq. ID 


LIB3106-111-Q1-K1-B10 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


160 


E value 


8 . Oe-85 


Match lenath 


308 


% identity 


88 


NCBI Description 


Glycine max vspA gene/ complete cds 


Sea. No. 


39252 


Seq. ID 


LIB3106-111-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


177 


E value 


6.0e-13 


Match length 


46 


% identity 


70 


NCRT DesrriDt ion 


(AF094 775) chloroohvll a/b-bindina Drotein oresursor FOrvza 




sativa] 


QorT Mn 

O C • 1<U ■ 


39253 


Sea ID 


LIB3106-111-Q1-K1-B8 


MpI" hod 


BLASTN 


NCBI GI 


a347454 


BLAST score 


96 


E value 


1.0e-46 


Match length 


208 


% i dent it v 


87 


NPRT Dp^rri nt"i nn 


Soybean hydroxyproline - rich glycoprotein (sbHRGP2) mRNA, 3 f 




end 


Se*n* No 


39254 


Seq. ID 


LIB3106-111-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2894567 


BLAST score 


300 


E value 


3.0e-27 


Match length 


100 


% \ ripnt i t v 


57 


NCBI Description 


(AL021890) hypothetical protein [Arabidopsis thaliana] 


CJ/^n" Wo 


39255 


Sea ID 


LIB3106-111-O1-K1-D3 


Method 


BLASTX 


NCBI GI 


a400986 


BLAST score 


191 


E value 


3.0e-20 


Match length 


116 


% identity 


56 


NCBI Description 


SOS RIBOSOMAL PROTEIN L15, CHLOROPLAST PRECURSOR (CL15) 




>gi_81947_pir S18001 ribosomal protein L15 precursor, 




chloroplast - garden pea (fragment) >gi_208 67_emb_CAA77595_ 



6102 



(Z11510) Plastid ribosomal protein CL15 [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39256 

LIB3106-111-Q1-K1-D5 

BLASTX 

g825756 

143 

5.0e-09 

77 

45 

(U12391) beta-galactosidase alpha peptide [Cloning vector 
pSport2] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39257 

LIB3106-111-Q1-K1-D7 

BLASTN 

gl8741 

60 

4.0e-25 

124 

87 

Glycine max gene encoding ribulose-1, 5-bisphosphate 
carboxylase small subunit 



Seq. No. 


39258 


Seq. ID 


LIB3106-111-Q1-K1-E8 


Method 


BLASTN 


Mfin T C T 

JnLdI V^l 


«i n ^ R "3£7 

g±UOO-5D / 


BLAST score 


329 


E value 


0.0e+00 


Match length 


437 


% identity 


94 


NCBI Description 


Glycine max ribulose-1, 5-bisphosphate 




subunit mRNA, complete cds 


Seq. No. 


39259 


Seq. ID 


LIB3106-111-Q1-K1-F2 


Method 


BLASTN 


NCBI GI 


gl69897 


BLAST score 


296 


E value 


1.0e-166 


Match length 


436 


% identity 


92 


NCBI Description 


G.max 28 kDa protein, complete cds 


Seq. No. 


39260 


Seq. ID 


LIB3106-111-Q1-K1-F3 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


51 


E value 


9.0e-20 


Match length 


115 


% identity 


86 


NCBI Description 


Glycine max ribulose-1, 5-bisphosphate 




subunit mRNA, complete cds 


Seq. No. 


39261 



6103 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3106-111-Q1-K1-G2 

BLASTX 

g!34145 

199 

2.0e-15 

85 

51 

STEM 28 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 

PROTEIN A) >gi_99886_pir S08511 28K protein - soybean 

>gi_169898 (M37530) 28 kDa protein [Glycine max] >gi_169975 

(M76981) vegetative storage protein [Glycine max] 

>gi_226867_prf 1609232B 28kD glycoprotein [Glycine max] 

>gi_444325_prf 1906374A vegetative storage protein 

[Glycine max] 



Seq. No. 39262 

Seq. ID LIB3106-112-Q1-K1-A11 

Method BLASTX 

NCBI GI g2815292 

BLAST score 102 

E value 1.0e-09 

Match length 74 

% identity 53 . 

NCBI Description (Y15962) Germin-like protein 1 [Hordeum vulgare] 

Seq. No. 39263 

Seq. ID LIB3106-112-Q1-K1-B8 

Method BLASTN 

NCBI GI gl69974 

BLAST score 213 

E value 1.0e-116 

Match length 345 

% identity 91 

NCBI Description Glycine max vspA gene, complete cds 
39264 

LIB3106-112-Q1-K1-D1 
BLASTX 
g3047104 
172 

2.0e-20 
121 
57 

(AF058919) No definition line found [Arabidopsis thaliana] 
39265 

LIB3106-112-Q1-K1-E3 
BLASTX 
g3738302 
243 

9.0e-21 
97 
54 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_424 9398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6104 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39266 

LIB3106-112-Q1-K1-F10 

BLASTX 

g22380 

280 

5.0e-25 

90 

63 

(X59714) CAAT-box DNA binding protein subunit B 
[Zea mays] 



(NF-YB) 



oeq. v*o . 


39267 


Seq. ID 


t n^-i 1 ?-oi -K1 -F8 

JjlDJlUD J. X -tv -L *• vj 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


ZOO 


E value 


z . ue Z y 


Match length 


11*3 


% identity 




NCBI Description 


vJ-iZZjUD; COIL. L*-l"0.-LOcty u saLXvaj 


Seq. No. 


o i?Z DO 


Seq. ID 


LIdjIUo 11Z yi J\l bl 


Method 


DliflO 1 /V 


NCBI GI 


g2809257 


BLAST score 


355 


E value 


1.0e-33 


Match length 


88 


% identity 


75 


NCBI Description 


(AC002560) F21B7.26 [Arabidopsis 


Seq. No. 


39269 


Seq. ID 


LIB3106-112-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2501189 


BLAST score 


331 


E value 


7.0e-31 


Match length 


88 


% identity 


75 


NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 1-1 



PRECURSOR 

biosynthetic enzyme thi] 
-"maize >gi~596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39270 

LIB3106-113-Q1-K1-A8 

BLASTN 

g984307 

86 

9.0e-41 

201 
88 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransf erase (accD) , photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein {ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 



6105 



Oc^i IN \J • 


39271 


Oasv TVS 

beq. id 


T,TR^106-113-01-K1-G2 


Method 


BLASTX 


NCBI GI 


gl236961 


cLAb i score 




E value 


1 . Oe-09 


ixiarcn xengi.n 






49 


jnUdI Description 


/n^0?01 ^ nrnna^in hvdrolase precursor 


UCvj« IN L> • 


39272 


oeq. id 


LTB3106-113-O1-K1-G5 


Method 


BLASTN 


NCBI GI 


g479144 




228 


i_j Value 


1 0^-125 


ixiar.cn ±encjL.ii 




9- *i £S T"l "I - 1 4" \T 

t> lUcIlul Ly 


97 


nldi uescripLion 


n ttiav Tn"RNA for ATP svnthase subunit 


O fc! • In \j • 


39273 


beq. ID 


T TM1 flfi-1 1 "3-01 -K1 -G9 

JjlDJX U U J- -L _> Si- 1 - I\--I VJ-^ 


Metnoa 


Dlirlo 1 IN 


NCBI GI 


gl055367 


BLAST score 


107 


E value 


Z. • Uc JO 


Matcn lengtn 


111 
_L_L_L 


% identity 


Q Q 


nudi uescripLion 


niupinp rii3x yi Vvn 1 o^e— 1 . 5— bisohosDhate 




onKuni +■ mR NTH. orYmri 1 pf*P pHci 


Seq. No. 


39274 


Seq. ID 


LIB3106-114-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g309673 


BLAST score 


301 


E value 


8.0e-28 



Match length 

% identity 

NCBI Description 

r Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 



81 
81 

(L19651) light harvesting protein [Pisum sativum] 
39275 

LIB3106-114-Q1-K1-C5 

BLASTX 

g2811014 

189 

3.0e-14 

91 

41 

DYNEIN LIGHT CHAIN LC6, FLAGELLAR OUTER ARM 
>gi_2208914_dbj_BAA20525_ (AB004830) outer arm dynein LC6 
[Anthocidaris crassispina] 

39276 

LIB3106-114-Q1-K1-D10 
BLASTX 



6106 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g4580470 
97 

8.0e-09 

85 

41 

(AC006081) hypothetical protein [Arabidopsis thaliana] 
39277 

LIB3106-114-Q1-K1-G3 

BLASTX 

g20729 

157 

4.0e-ll 

53 

70 

(X15190) precursor (AA -68 to 337) [Pisum sativum] 
39278 

LIB3106-115-Q1-K1-B11 

BLASTX 

g3913633 

199 

2.0e-15 

85 
51 

HYPOTHETICAL PROTEIN F8A5.25 >gi_2462742 (AC002292) Unknown 
protein [Arabidopsis thaliana] 

39279 

LIB3106-115-Q1-K1-D12 

BLASTN 

gl70065 

218 

1.0e-119 

338 

13 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 

39280 

LIB3106-115-Q1-K1-D8 

BLASTN 

g287814 

123 

1.0e-62 

315 

85 

P. sativum mRNA for H-protein of leaf mitochondria 
39281 

LIB3106-115-Q1-K1-D9 

BLASTX 

gl33247 

171 

4.0e-12 

96 

22 



6107 



NCBI Description CHLOROPLAST 28 KD RIBONUCLEOPROTEIN (28RNP) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39282 

LIB3106-115-Q1-K1-F11 

BLASTX 

g3860333 

198 

3.0e-15 
108 

46 . . 

(AJ012693) basic blue copper protein [Cicer arietmumj 

39283 

LIB3106-115-Q1-K1-G12 

BLASTN 

gl69934 

102 

3.0e-50 

262 

86 

G.max (soybean) atpH gene encoding CFO-ATPase subunit III, 
chloroplast gene encoding chloroplast protein, complete cds 

39284 

LIB3106-115-Q1-K1-G9 

BLASTX 

g2827619 

702 

2.0e-74 

157 

85 

(AL021636) hypothetical protein [Arabidopsis thaliana] 
39285 

LIB3106-115-Q1-K1-H12 

BLASTN 

gl277163 

322 

0. 0e+00 
443 

94 , 
Glycine max cysteine proteinase inhibitor mRNA, partial cds 

39286 

LIB3106-116-Q1-K1-B6 

BLASTN 

gl055367 

240 

1. Ge-132 

395 
90 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



39287 

LIB3106-116-Q1-K1-B9 
BLASTX 



6108 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



gl20663 
189 

2.0e-19 

103 

53 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2 . 1 . 13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 



Seq. No. 


oqoqq 

o y/oo 


oeq. XL* 


T,TR?1 06- 

XJ J- XjO -L \J u 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


49 


% identity 


51 


NCBI Description 


Xenopus 


Seq. No. 


39289 


Seq. ID 


LIB3106- 


Method 


BLASTX 


NCBI GI 


g2511590 


BLAST score 


367 


E value 


4.0e-35 


Match length 


94 


% identity 


74 


NCBI Description 


(Y13692) 



116-Q1-K1-C1 



laevis cDNA clone 27A6-1 



116-Q1-K1-D4 



Llticatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] >gi_3421111 
(AF043534) 20S proteasome beta subunit PBD1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39290 

LIB3106-116-Q1-K1-F1 

BLASTN 

gl69974 

210 

1.0e-114 

394 

89 

Glycine max vspA gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39291 

LIB3106-116-Q1-K1-F10 

BLASTX 

g2911067 

410 

3.0e-40 

97 

77 

(AL021960) UV-damaged DNA-binding protein- 
[Arabidopsis thaliana] 



like 



Seq. No. 



39292 



6109 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3106-116-Q1-K1-F11 

BLASTN 

gll99562 

211 

1.0e-115 

263 
95 

Glycine max 34 kDa maturing seed vacuolar thiol protease 
mRNA, complete cds 

39293 

LIB3106-116-Q1-K1-F4 

BLASTN 

gl70067 

146 

2.0e-76 

409 

77 

Soybean (G.max) proline-rich cell wall protein (SbPRP3) 
gene, complete cds 

39294 

LIB3106-116-Q1-K1-F7 

BLASTX 

g2500098 

355 

8.0e-34 

116 

62 

DNA REPAIR PROTEIN RECA PRECURSOR >gi__289208 (L15229) DNA 
repair protein [Arabidopsis thaliana] >gi_3152570 
(AC002986) Match to nuclear-encoded chloroplast DNA repair 
protein (E. coli recA homolog) gb_L15229. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39295 

LIB3106-116-Q1-K1-G8 

BLASTN 

gl70089 

359 

0.0e+00 

443 

95 

G.max vegetative storage protien mRNA 



(VSP27) r complete cds 



39296 

LIB3106-116-Q1-K1-H10 

BLASTX 

g2191128 

374 

3.0e-36 

97 

74 

(AF007269) belongs to the L5P family of ribosomal proteins 
[Arabidopsis thaliana] 



Seq. No. 



39297 



6110 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3106-116-Q1-K1-H12 

BLASTN 

g454178 

34 

7.0e-10 

122 
84 

Glycine max rubisco-associated protein iriRNA, 
39298 

LIB3106-116-Q1-K1-H3 

BLASTN 

gl370143 

135 

7.0e-70 
307 
86 

L. japonicus 



complete cds 



mRNA for small GTP-binding protein, RAB11B 



39299 

LIB3106-116-Q1-K1-H8 

BLASTX 

g3202028 

381 

6.0e-45 

119 

78 

{AFO 69317) cystathionine gamma- synthase [Mesembryanthemum 
crystallinum] 

39300 

LIB3107-001-Q1-K1-B10 

BLASTN 

gl055367 

331 

0.0e+00 

418 

95 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



39301 

LIB3107-001-Q1-K1-D7 

BLASTX 

g2129889 

403 

2.0e-39 

94 

80 

methionine adenosyl transferase 
39302 

LIB3107-001-Q1-K1-F11 
BLASTN 
.g2792154 
41 

6.0e-14 



(EC 2.5.1.6) 2 - garden pea 



6111 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
88 

Sesbania rostrata mRNA for putative chalcone reductase 
39303 

LIB3107-001-Q1-K1-G4 

BLASTX 

g4538939 

140 

8.0e-19 

89 

58 

(AL049483) 
thaliana] 



Col-0 casein kinase I-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39304 

LIB3107-001-Q1-K1-G6 

BLASTX 

g2132124 

135 

1.0e-09 

66 
57 

hypothetical protein YOR304w - yeast (Saccharomyces 
cerevisiae) >gi_1420671_emb_CAA99622__ (Z75212) ORE YOR304w 
[Saccharomyces cerevisiae] 

39305 

LIB3107-001-Q1-K1-H2 

BLASTX 

g531829 

138 

7.0e-09 

51 

49 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

39306 

LIB3107-002-Q1-K1-B7 

BLASTX 

g4557068 

188 

2.0e-21 

92 
64 

(AC007045) putative pol polyprotein [Arabidopsis thaliana] 
39307 

LIB3107-002-Q1-K1-C1 

BLASTN 

g303900 

235 

1.0e-129 

250 

26 

Soybean gene for ubiquitin, 



complete cds 



6112 



o 



Qprr Mo 

Q C ^ * LN \J • 


39308 


oeq. XJJ 


T TR^I 07-009-01 -PCI -P^ 


Method 


BLASTX 


NCBI GI 


g4115341 




245 


£i VdXUc 




ria.L.^ii icily Lii 




S; ■? Hpnt" i t" v 


49 


1NUD1 UcoOI XLv L1UI1 


fTl^llOO^ rhrnma f f i n nrannle ATPase II TBos taurusl 


Spct "Mo 


39309 


oeq. 1U 


T TR^1 07-009-01 -Kl -PI 9 


Pic ulrUU 


DiiflO ± IN 


NCBI GI 


g2760171 


BLAST score 


38 


j-j v d x u.c 


6. Oe-12 


via. LOii xcny L.H 




& i H pn f "i t" v 

O XVJ.CLA L. X u_y 


86 


NCRT Dpsci'i'Dt ion 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MPA94 rnmnl ptp ^prrnpripp r Arabi doDsis thaliana] 


Cprr Kin 


J' J- w 


Qo« TTl 

oeq. 1JJ 


T TR^I 07 — 009-01 -Kl — 


Method 


BLASTX 


NCBI GI 


g3800881 


dJjtio i score 


99^ 


E value 




Maxell lengLu 


1 ^0 
IjU 


% XUtrllLXLy 


?6 


jnl,dx uescription 


^ATTTlQQ'VQQ^ DanRD7 /lTrm/^r-l - t n 7 fPrvmo cani pn^l 


Qorr Mr* 
uctj. IN U « 






T.TR^I 07-009-01 -K1 -(^4 






NCBI GI 


g3822223 


BLAST score 


307 


T5 1 TT 3 1 11 O 




TWfa +~ 1 g\ t*i \" 

lyiaxcn lengtn 


Q0 




ou 


MOAT riPdrri i nn 


fAF077 955^ branched-chain aloha keto-acid dehvdrocrenase 




aipila SLlIJUnxL. [fiTdDluupbib LlldXXctXlct j 


kj c • w • 


39312 


Seq. ID 


LIB3107-003-Q1-K1-C6 


Method 


BLASTN 


NCBI GI 


g725331 


BLAST score 


53 


E value 


3.0e-21 


Match length 


73 



% identity 93 

NCBI Description Glycine max mitochondrion polymorphic marker DNA sequence 



Seq. No. 39313 

Seq. ID LIB3107-003-Q1-K1-D4 

Method BLASTN 

NCBI GI g4206101 



6113 



BLAST score 


274 


E value 


1.0e-153 


Match length 


430 


% identity 


91 


NCBI Description 


Glycine i 



(gag-pol) pseudogene f partial sequence 



Seq. No. 




oeq. ±u 


T.TFm 07-004- 


Method 


RT Z_ QTY 
XDJ-iriO 1 A 




y O / *_ / ill 




J- *± u 


17* TTa 1 no 


7 . Oe-09 


i\ici Lull iciiy 


38 


% identity 


68 


NCBI Description 


(AF095641) ] 


Seq. No. 


39315 


Seq. ID 


LIB3107-004 


Method 


BLASTX 


NCBI GI 


g3122265 


BLAST score 


579 


E value 


5.0e-60 


Match length 


120 


% identity 


85 


NCBI Description 


EUKARYOTIC 



(EIF4E) {MRNA CAP-BINDING PROTEIN) (EIF-4F 25 KD SUBUNIT) 
(EIF-4F P26 SUBUNIT) >gi_2288883_emb_CAA71580_ (Y10548) 
eIF4E protein [Arabidopsis thaliana] 



Seq. No. 


39316 


Seq. ID 


LIB3107-004-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4206306 


BLAST score 


146 


E value 


3. Oe-09 


Match length 


63 


% identity 


46 


NCBI Description 


(AF049110) prpol [Zea mays] 


Seq. No, 


39317 


Seq. ID 


LIB3107-004-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3176686 


BLAST score 


315 


E value 


4.0e-29 


Match length 


80 


% identity 


75 


NCBI Description 


(AC003671) Similar to high 



HAK1 protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



39318 

LIB3107-004-Q1-K1-F8 

BLASTX 

g2598589 

448 



6114 



Hi ValUo 


1 

X • Uc *i *± 




IIS 
XX—/ 


% identity 


DO 


IN X UCOUlipLJ.UH 


fY1S^67^ MtW19 FMedicaao truncatulal 


beq. wo. 






T.TR^I r)7-00S-O1 -K1 -A9 


Method 


DT ACTV 

DX1H.0 1 A 


NCBI GI 


gl899188 


BLAST score 


166 


Hi ValUc 


1 i XX 


LYiaT-cn xeng L.n 


DO 


is laenx j. L.y 


R7 


IN V^DX UcoLI X UXxJIi 


(UQCi9'\9\ DNA hi ndina nrotein ACBF TNicotiana 


beq. JNO • 




oeq. xD 


t tr^i m— nn£— ni — ki — aa 

Jj1i3j1u / UUO V-L "■-L 


lxieT-iioci 


ljJuriO 1A 


NCBI GI 


gl00488 


BLAST score 


170 


IT 3 1 lift 


R flo— 1 9 
-J • Uc 1Z. 


jxiar.cn xengun 




% identity 


o D 


jnodx uescripuion 


fMDO r*»r*r\+- o n n — rrarHon q "n a t~iH rrnri 
±v*c£. piULciii ycixvucJii ouapuj-ayuii 


beq. No. 




beq. iU 


xjXJDOXU / U U D ^x JXX riO 


Method 




LNOJDX ul 


U J1 ± J \J 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


97 


% identity 


45 


NCBI Description 


SPCP1 protein - soybean >gi 310576 (L12257) 



nodulin-26 



[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39322 

LIB3107-006-Q1-K1-A9 

BLASTX 

g3688182 

166 

8.0e-17 

86 

57 

(AL031804) P-Protein - like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39323 

LIB3107-006-Q1-K1-C6 

BLASTN 

gl053044 

38 

2.0e-12 

42 
98 

Glycine max histone H3 gene, partial cds, clone SI 



Seq. No. 



39324 



6115 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3107-006-Q1-K1-C7 

BLASTX 

gl076583 

151 

2.0e-10 

42 
74 

histone H3 variant H3.3 



tomato (fragment) 



39325 

LIB3107-006-Q1-K1-D1 

BLASTN 

gl217993 

121 

2.0e-61 

233 
89 

Glycine max dynamin-like protein SDL12A mRNA, complete cds 
39326 

LIB3107-006-Q1-K1-E4 

BLASTN 

gl70065 

122 

3.0e-62 

254 

59 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 

39327 

LIB3107-006-Q1-K1-G5 

BLASTX 

g4558664 

171 

3.0e-12 

107 

10 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
39328 

LIB3107-006-Q1-K1 -G6 

BLASTN 

g609224 

132 

4.0e-68 

348 

84 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



39329 

LIB3107-007-Q1-K1-B10 

BLASTN 

gl6508 

55 



6116 



E value 
Match length 
'% identity 
NCBI Description 



3.0e-22 

143 

85 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 



Seq. No. 


39330 


Seq. ID 


LIB3107-007-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2795806 


BLAST score 


560 


E value 


9.0e-58 


Match length 


134 


% identity 


82 


NCBI Description 


(AC003674) unknown protein [Arabidopsis thaliana] 


Seq. No. 


39331 


Seq. ID 


LIB3107-007-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4063760 


BLAST score 


247 


E value 


4.0e-28 


Match length 


111 


% identity 


65 


NCBI Description 


(AC005561) putative POL3 protein [Arabidopsis thaliana] 


Seq. No. 


39332 


Seq. ID 


LIB3107-007-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2961389 


BLAST score 


189 


E value 


1.0e-14 


Match length 


68 


% identity 


54 


NCBI Description 


(AL022141) purple acid phosphatase like protein 




[Arabidopsis thaliana] >gi_4006925_emb_CAB16853_ (Z9970 




purple acid phosphatase like protein [Arabidopsis thali 


Seq. No. 


39333 


Seq. ID 


LIB3107-008-Q1-K1-C1 


Method 


BLASTN 


NCBI GI 


g2055227 


BLAST score 


46 


E value 


l.Qe-16 


Match length 


88 


% identity 


94 


NCBI Description 


Glycine max mRNA for SRC1, complete cds 


Seq. No. 


39334 


Seq. ID 


LIB3107-008-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4105772 


BLAST score 


356 


E value 


4.0e-34 


Match length 


79 


% identity 


43 



6117 



NCBI Description (AF049917) PGP9B [Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39335 

LIB3107-008-Q1-K1-E4 

BLASTN 

g287810 

85 

3.0e-40 

189 

86 

M.sativa mRNA for phosphoprotein phosphatase type 2A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39336 

LIB3107-008-Q1-K1-F2 

BLASTX 

g3292829 

298 

3.0e-27 

97 

58 

(AL031018) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39337 

LIB3107-008-Q1-K1-F9 

BLASTX 

g3779218 

125 

7.0e-14 

59 
75 

(AF03087 9) protein kinase CPK1 



[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39338 

LIB3107-009-Q1-K1-A1 

BLASTX 

g2497752 

169 

3.0e-12 

88 
42 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321911_emb_CAA65475_ (X96714) 
[Prunus dulcis] 



1 PRECURSOR (LTP 1) 
lipid transfer protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39339 

LIB3107-009-Q1-K1-C2 

BLASTN 

g3982595 

283 

1.0e-158 

405 
92 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



39340 

LIB3107-009-Q1-K1-C8 
BLASTX 



6118 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



g4545262 
165 

2.0e-ll 

46 

67 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39341 

LIB3107-009-Q1-K1-C9 

BLASTX 

gl805654 

218 

2.0e-35 

129 

60 

(X99972) calmodulin-stimulated calcium- ATPase 
oleracea] 



[Brassica 



Seq. No. 


J9J4z 


Seq. ID 


T T001 n ^7 ahq jyl no 

LIBJ1U /-UUy-Ql-Kl-Hz 


Method 


■DT ZiQT'Y 




gzuoozzo 


dJ-ltio i score 


1 ft Q 


E value 


2.0e-14 


Match length 


79 


% identity 


53 


NCBI Description 


(AB000129) SRC1 [Glycine max] 


Seq. No. 


39343 


Seq. ID 


LIB3107-009-Q1-K1-H4 


Method 


BLASTN 


NCBI GI 


g3413169 


BLAST score 


80 


E value 


5.0e-37 


Match length 


136 


% identity 


90 


NCBI Description 


Cicer arietinum mRNA for 4 OS 


Seq. No. 


39344 


Seq. ID 


LIB3107-010-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gll4657 


BLAST score 


159 


E value 


3.0e-15 


Match length 


111 


% identity 


54 


NCBI Description 


ATP SYNTHASE A CHAIN PRECURSC 



ribosomal protein S6, partial 



(SUBUNIT IV) 

>gi_67926_pir LWRZ6 H+-transporting ATP synthase (EC 

3.6.1.34) chain a - rice chloroplast 

>gi_11975_emb_CAA33990_ (X15901) ATPase a subunit [Oryza 
sativa] >gi_226693_prf 1603356U ATPase a [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



39345 

LIB3107-010-Q1-K1-F4 

BLASTX 

g2995405 



6119 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



186 

5.0e-14 

121 

35 

(Y12432) 



polyprotein [Ananas comosus] 



39346 

LIB3107-010-Q1-K1-G1 

BLASTX 

g3747111 

171 

5.0e-12 

81 
43 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 



39347 

LIB3107-011-Q1-K1-C1 

BLASTN 

gl778371 

113 

9.0e-57 

249 

86 

Glycine max asparagine synthetase 1 
cds 



(AS1) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39348 

LIB3107-011-Q1-K1-C7 

BLASTN 

g4206101 

60 

5.0e-25 

172 

84 

Glycine max retroelement diaspora gag-pol polyprotein 
(gag-pol) pseudogene, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39349 

LIB3107-011-Q1-K1-D12 

BLASTN 

g256142 

83 

9.0e-39 

391 
81 

cytosolic glutamine synthetase 
Prize, mRNA, 1450 nt] 



[Glycine max=soybeans, var 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



39350 

LIB3107-011-Q1-K1-D4 

BLASTX 

g2645699 

159 

8.0e-ll 

89 

46 



6120 



NCBI Description 



(AF031933) glycine-rich RNA-binding protein [Euphorbia 
esula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39351 

LIB3107-011-Q1-K1-E6 

BLASTN 

g4206101 

106 

2.0e-52 

286 

85 

Glycine max retroelement diaspora gag-pol polyprotein 
(gag-pol) pseudogene, partial sequence 

39352 

LIB3107-011-Q1-K1-F5 

BLASTX 

g3172538 

169 

7.0e-12 

42 

79 

(AF067789) t SNARE AtTLG2p [Arabidopsis thaliana] 
39353 

LIB3107-011tQ1-K1-G11 

BLASTX 

g3176072 

329 

1.0e-30 

106 

61 

(AJ002485) protein phosphatase 1, catalytic beta subunit 
[Medicago sativa] 

39354 

LIB3107-012-Q1-K1-A9 

BLASTX 

g541943 

148 

3.0e-ll 

69 

57 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39355 

LIB3107-012-Q1-K1-D8 

BLASTN 

g3747131 

36 

8.0e-ll 

48 

94 

Lycopersicon esculentum expansin 
cds 



(LeEXP2) mRNA, complete 



6121 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39356 

LIB3107-012-Q1-K1-F8 

BLASTN 

g516853 

65 

2.0e-28 

148 

45 

Soybean SUBI-2 gene for ubiquitin, complete cds 
39357 

LIB3107-012-Q1-K1-H10 

BLASTX 

g3941448 

298 

4.0e-27 

80 
70 

(AF062878) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



39358 

LIB3107-013-Q1-K1-C4 

BLASTX 

g497417 

197 

3.0e-15 

80 
51 

(U10111) dehydrin-like protein [Glycine max] 
39359 

LIB3107-013-Q1-K1-C9 

BLASTX 

g629669 

187 

3.0e-14 

74 

50 

hypothetical protein - tomato 
39360 

LIB3107-013-Q1-K1-E11 

BLASTN 

gl2245 

200 

1.0e-108 

369 

88 

Spinach chloroplast DNA inversion containing ORE 
39361 

LIB3107-013-Q1-K1-F2 

BLASTN 

gl695795 

40 

3.0e-13 



6122 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

172 
81 

Pisum sativum 18S small subunit nuclear ribosomal RNA gene 
39362 

LIB3107-013-Q1-K1-F8 

BLASTX 

g3294467 

206 

2.0e-16 

89 

51 

(U89341) phosphoglucomutase 1 [Zea mays] 
39363 

LIB3107-013-Q1-K1-G8 

BLASTN 

g4206101 

98 

9.0e-48 

227 

86 

Glycine max retroelement diaspora gag-pol polyprotein 
(gag-pol) pseudogene, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39364 

LIB3107-013-Q1-K1-H1 

BLASTX 

g3183637 

107 

1.0e-10 

81 

44 

(AJ002234) polyprotein, cleavage products include viral 
coat protein and proteins with homology to an aspartic 
protease, reverse transcriptase and RNase H [banana streak 
virus] 



Seq. No. 


39365 


Seq. ID 


LIB3107-014-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4160280 


BLAST score 


121 


E value 


9.0e-09 


Match length 


82 


% identity 


41 


NCBI Description 


(AJ006224) purple acid phosphatase 


Seq. No. 


39366 


Seq. ID 


LIB3107-014-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gll72762 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


105 


% identity 


39 


NCBI Description 


PUROMYCIN RESISTANCE PROTEIN PUR8 



>gi_632205_pir S43017 



6123 




puromycin resistance protein pur8 - Streptomyces anulatus 
>gi_499330_emb_CAA54186_ (X76855) pur 8 [Streptomyces 
anulatus] 



Seq. No. 


39367 


kJc^* X U 


T.TR^I n 7 — fl 1 4-D1 -K1 -F9 




JDXiriD 1 A. 


MPTS T C T 




DlinOl OLUl c 


161 


E value 


o n^-i i 

Z . Utt J- X 


LYiaTicn xeng tn 










(AC0025051 nutative Dermeasi 


Seq. No. 


39368 




T.TFm 07-01 -K1 -fH 

IllDJlU / Ull Vi-L r\._L 


L v ltt UIlOU. 








Dlirlu 1 o\-v->Xt3 




Hi vaxue 




iyiai.cn lengtn 




o lucilLlUy 


o o 


jnuox uescripnon 


uiycine mcix xxpuxygeiicLotr xi 


Seq. No. 


39369 


Seq. ID 


LIB3107-014-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3183088 


BLAST score 


239 


E value 


3.0e-20 


Match length 


76 


% identity 


55 


NCBI Description 


PROBABLE NONSPECIFIC LIPID- 1 



(vlxB) mRNA, complete cds 



(LTP) >gi_62 9658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 





like protein [Vigna unguiculata] 


Seq. No. 


39370 


Seq. ID 


LIB3107-014-Q1-K1-H7 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


334 


E value 


0.0e+00 


Match length 


382 


% identity 


97 


NCBI Description 


Glycine max cationic peroxidase 2 


Seq. No. 


39371 


Seq. ID 


LIB3107-015-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


g2264318 


BLAST score 


35 


E value 


4.0e-10 


Match length 


142 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, 



(Prx2) mRNA, complete cds 



chromosome 5, 

MUP24, complete sequence [Arabidopsis thaliana] 



PI clone: 



6124 



# 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39372 

LIB3107-015-Q1-K1-E7 

BLASTX 

g4163997 

617 

2.0e-64 
122 
89 

(AF087483) 
thaliana] 



alpha-xylosidase precursor [Arabidopsis 



oeq • iNO ♦ 




Seq. ID 


LIB3107-015-Q1-K1-F3 


Method 


BLASTX 


JNCbl bl 


gi lD/j^j 


BLAbl score 


loo 


E value 


4 . Ue-lU 


Ma ten lengtn 


lie: 
110 


% identity 


38 


NCBI Description 


(D83003) ORF(AA 1-1338) [Nicotiana taJoacumJ 


beq. jno . 


j y J / 4 


beq. 1U 


LloolU / — UlO-yi i\l r o 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


bl 


E value 


3 . Qe-2u 


Match length 


71 


% identity 




NCBI Description 


Glycine max gene for ubiquitin, complete cds 


Seq. No. 


393/5 


C s*.j~r TVS 

beq. id 


t tdti m m _ vi _ t\ £ 
jjloalu /-UlD-yi~J\l Ho 


jyier.no q 


tdt acpvr 

CUrlo 1 IN 


NCBI GI 


gl70091 


BLAST score 


46 


E value 


7.0e-17 


Match length 


224 


% identity 


78 


NCBI Description 


Glycine max vegetative storage protein (vspB) 




complete cds 


Seq. No. 


39376 


Seq. ID 


LIB3107-016-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl619602 


BLAST score 


202 


E value 


2.0e-16 


Match length 


60 


% identity 


70 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 



Seq. No. 39377 

Seq. ID LIB3107-016-Q1-K1-E5 

Method BLASTN 

NCBI GI gll63180 



6125 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



106 

1.0e-52 

238 
87 

Glycine max arginine decarboxylase mRNA, complete cds 
39378 

LIB3107-016-Q1-K1-F4 

BLASTX 

g728880 

222 

2.0e-18 

69 

62 

N- TERMINAL ACETYLTRANSFERASE COMPLEX ARD1 SUBUNIT HOMOLOG 
>gi_5174 85_emb__CAA54691_ (X77588) ARD1 N-acetyl transferase 
homoloque [Homo sapiens] >gi_1302661 (U52112) ARD1 N-acetyl 
transferase related protein [Homo sapiens] 

39379 

LIB3107-017-Q1-K1-B10 

BLASTX 

g2262116 

319 

2.0e-29 

109 

51 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
39380 

LIB3107-017-Q1-K1-C7 

BLASTN 

g984307 

148 

1.0e-77 

416 

84 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 

39381 

LIB3107-017-Q1-K1-E6 

BLASTN 

gl70091 

291 

1.0e-163 

410 

93 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 
Seq. ID 
Method 



39382 

LIB3107-017-Q1-K1-F4 
BLASTX 



6126 



II 

NCBI GI gl346526 
BLAST score 607 
E value 3.0e-63 
Match length 135 
% identity 84 
NCBI Description S - ADENOS YLMETH I ON INE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_1076533_pir S52218 methionine adenosyltransf erase (EC 

2.5.1.6) - garden pea >gi_609225_emb_CAA57581_ (X82077) 
methionine adenosyltransf erase [Pisum sativum] >gi_609559 
(L36681) S-adenosylmethionine synthase [Pisum sativum] 

39383 

LIB3107-017-Q1-K1-F7 
BLASTX 
gl346526 
364 

7.0e-35 
111 
68 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_1076533_pir S52218 methionine adenosyltransf erase (EC 

2.5.1.6) - garden pea >gi_609225_emb_CAA57581_ (X82077) 
methionine adenosyltransferase [Pisum sativum] >gi__609559 
(L36681) S-adenosylmethionine synthase [Pisum sativum] 



Seq. No. 


39384 


Seq. ID 


LIB3107-017-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4325351 


BLAST score 


310 


E value 


2.0e-28 


Match length 


111 


% identity 


57 


NCBI Description 


(AF128394) similar to Antirrhinum ma jus (garden snapd 




TNP2 protein (GB:X57297) [Arabidopsis thaliana] 


Seq. No. 


39385 


Seq. ID 


LIB3107-017-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl769887 


BLAST score 


202 


E value 


8.0e-16 


Match length 


101 


% identity 


54 


NCBI Description 


(X95736) amino acid permease 6 [Arabidopsis thaliana] 


Seq. No. 


39386 


Seq. ID 


LIB3107-018-Q1-K1-C1 


Method 


BLASTN 


NCBI GI 


gl70087 


BLAST score 


152 


E value 


4.0e-80 


Match length 


296 


% identity 


87 


NCBI Description 


G.max vegetative storage protein mRNA (VSP25 gene) 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6127 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



39387 

LIB3107-018-Q1-K1-C7 

BLASTX 

gl33933 

178 

5.0e-13 

50 
70 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 

>gi_1363605__pir S58590 ribosomal protein S3 - maize 

chloroplast >gi_12469_emb_CAA68427_ (Y00340) ribosomal 
protein S3 [Zea mays] >gi_902260_emb_CAA60324_ (X86563) 
ribosomal protein S3 [Zea mays] 

39388 

LIB3107-018-Q1-K1-D4 

BLASTX 

g439493 

173 

5.0e-13 

92 

60 

(D26086) zinc-finger protein [Petunia x hybrida] 
39389 

LIB3107-018-Q1-K1-E3 

BLASTX 

g3875304 

358 

5.0e-34 

97 

65 

(Z74030) predicted using Genefinder; cDNA EST EMBL:C07609 
comes from this gene; cDNA EST EMBL:C09023 comes from this 
gene; cDNA EST yk505e9.3 comes from this gene; cDNA EST 
yk489h9.3 comes from this gene; cDNA EST yk489h9.5 com 

39390 

LIB3107-018-Q1-K1-G11 

BLASTX 

gll68609 

264 

2.0e-31 

97 

76 

AUXIN-RESISTANCE PROTEIN AXR1 >gi_47 9664_pir S35071 

auxin-resistance protein AXR1 - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquitin-activating enzyme El 
[Arabidopsis thaliana] >gi_2388579 (AC000098) Match to 
Arabidopsis AXR1 { gb_ATHAXRl 122) . [Arabidopsis thaliana] 

>gi_448755j?rf 1917337A ubiquitin-activating enzyme El 

[Arabidopsis thaliana] 

39391 

LIB3107-019-Q1-K1-E9 
BLASTX 



6128 



MPRT CZT 
i\\^n> x ui 


g4325363 




BLAST score 


127 




E value 


4.0e-ll 




L*ia.T,cn. xenyT-ii 


98 




^ luenLity 


38 




NCDl UcSCJL ip L1UI1 


(AF128395) contaii 




thaliana] 




Cart NT/*** 






JClJ • J- 1-/ 


T TR^1 07—090- 
lil-DOXU / U^.U 






X5±j.riD 1 IN 




NCBI GI 


rrl R 1 £A 

yio / Df± 




BLAST score 


1 £^ 

100 




TP TT 3 111 


0 • Uc 0 0 




I la. U Oil icily Uil 


209 




-& iaen.T-j.T_y 


95 






G.max tefSl 


gene 


Q a /-- "KT/^i 
DGCJ • INvJ . 






Qorr TP) 

oeq. 1U 


t tot tot non 


-yi-is.1 


LiC L11UU 


oliAo 1 IN 




NCBI GI 


glo /o4 




BLAST score 


11/" 

llo 




t value 






jxiar.cn iengr.n 






% identity 


88 




LN\^I51 UcoCi ip C_LvJll 


G.max tefSl 


gene 


Seq. No, 


39394 




Deq. XJJ 


LIB3107-020- 


-Ql-Kl 


Memoa 


BLASTX 




HvDl OX 


g541943 




BLAST score 


173 




E value 


1.0e-12 




Match length 


44 




% identity 


73 




NCBI Description 


metallothionein - 



contains similarity to transposase [Arabidopsis 



EF-la 



1808316A 



metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39395 

LIB3107-020-Q1-K1-C11 

BLASTX 

g3914473 

135 

2.0e-17 

105 
45 

PH0T0SYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_479684_pir S35151 photosystem I chain XI - 

spinach >gi_396275_emb_CAA45775_ (X64445) subunit XI of 
photosystem I reaction center [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



39396 

LIB3107-020-Q1-K1-F5 

BLASTN 

g456713 

83 



6129 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-39 

183 

35 

Glycine max gene for ubiquitin, complete cds 
39397 

LIB3107-021-Q1-K1-A3 

BLASTX 

gll70936 

144 

3.0e-09 

95 

44 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_1084406_pir S46538 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429104_emb_CAA808 65_ (Z24741) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculent urn] 

39398 

LIB3107-021-Q1-K1-B2 

BLASTN 

g3449321 

34 

2.0e-09 

58 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTG10, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39399 

LIB3107-021-Q1-K1-D4 

BLASTN 

g4490324 

37 

2.0e-ll 

53 

92 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAC clone T9A14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



39400 

LIB3107-021-Q1-K1-D7 

BLASTX 

g542125 

166 

1.0e-ll 

85 

46 

translation elongation factor eEF-1 alpha chain - barley 
>gi_396134_emb_CAA80666_ (Z23130) protein synthesis 
elongation factor-1 alpha [Hordeum vulgare] 

39401 

LIB3107-021-Q1-K1-E2 
BLASTX 



6130 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3860333 
157 

2.0e-10 

58 
59 

(AJ012693) basic blue copper protein [Cicer arietinum] 
39402 

LIB3107-021-Q1-K1-E8 

BLASTN 

gl885374 

43 

2.0e-15 

43 
100 

Glycine soja small subunit ribosomal RNA gene, partial 
sequence, internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence, 
and large subunit ribosomal RNA gene, partial se 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39403 

LIB31G7-021-Q1-K1-F1 

BLASTN 

g2815245 

86 

1.0e-40 

242 
84 

C. arietinum mRNA for class I 
CanMT-2) 



type 2 metallothionein (clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



39404 

LIB3107-021-Q1-K1-H7 

BLASTX 

g2129889 

169 

9.0e-22 

82 

64 

methionine adenosyltransf erase 



(EC 2.5.1.6) 2 - garden pea 



39405 

LIB3107-021-Q1-N1-A11 

BLASTN 

g59591 

250 

1.0e-138 

286 

97 

Human cytomegalovirus strain AD169 complete genome 
39406 

LIB3107-021-Q1-N1-A9 

BLASTN 

g202416 

89 

1.0e-42 



6131 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

192 
87 



Mouse germline IgM chain gene, mu-delta region 
39407 

LIB3107-021-Q1-N1-B11 

BLASTN 

g2501763 

263 

1.0e-146 

335 
95 

Glycine max calmodulin- like domain protein kinase isoenzyme 
beta mRNA, complete cds 

39408 

LIB3107-021-Q1-N1-C9 

BLASTX 

g3335337 

293 

2.0e-26 

117 

56 

(AC004512) Similar to acyl carrier protein, mitochondrial 
precursor (ACP) NADH-ubiquinone oxidoreductase 9.6 KD 
subunit (MYACP-1), gb_L23574 from A. thaliana. ESTs 
gb_Z30712, gb_Z30713, gb_Z26204, gb_N37975 and gb_N96330 
come from this gene 



Seq. No. 


39409 


Seq. ID 


LIB3107- 


Method 


BLASTX 


NCBI GI 


g4138583 


BLAST score 


194 


E value 


4.0e-15 


Match length 


94 


% identity 


48 


NCBI Description 


(Y10821) 


Seq. No. 


39410 


Seq. ID 


LIB3107- 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


82 


E value 


2.0e-38 


Match length 


162 


% identity 


90 


NCBI Description 


Glycine ] 


Seq. No. 


39411 


Seq. ID 


LIB3107- 


Method 


BLASTN 


NCBI GI 


g330624 


BLAST score 


40 


E value 


1.0e-13 


Match length 


60 


% identity 


92 



2 (Prx2) mRNA, complete cds 



6132 



NCBI Description 



# 



Human cytomegalovirus major immediate-early protein gene, 
5 T end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



39412 

LIB3107-021-Q1-N1-H12 

BLASTN 

g59591 

174 

3.0e-93 

186 

98 

Human cytomegalovirus strain AD169 complete genome 



39413 

LIB3107-022-Q1-K1-A3 

BLASTX 

g2129889 

331 

5.0e-31 

77 

82 

methionine adenosyltransf erase 



(EC 2.5.1.6) 2 - garden pea 



39414 

LIB3107-022-Q1-K1-B3 

BLASTX 

g4415931 

165 

1.0e-ll 

83 
46 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 

39415 

LIB3107-022-Q1-K1-E1 

BLASTN 

g984307 

73 

5.0e-33 

261 

82 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransf erase (accD) , photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein {ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 

39416 

LIB3107-022-Q1-K1-E12 

BLASTX - ' 

g4538939 

295 

1.0e-26 

87 
66 



6133 



© 



NCBI Description (AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lenqth 

% identity 

NCBI Description 



39417 

LIB3107-022-Q1-K1-F10 

BLASTX 

g3047065 

218 

1.0e-17 

65 
63 

(AF058825) contains similarity to human OS-9 precurosor 
(GB:U41635) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39418 

LIB3107-022-Q1-K1-F3 

BLASTX 

gl31148 

190 

1.0e-14 

82 
52 

PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 

>gi_72674_pir A2RZP7 photosystem I P700 apoprotein A2 - 

rice chloroplast >gi_11981_emb_CAA33995_ (X15901) PS I P700 

apoprotein A2 [Oryza sativa] >gi_226604_prf 1603356AA 

photosystem I P700 apoprotein A2 [Oryza sativa] 



Seq- No. 


39419 


Seq. ID 


LIB3107-022 


Method 


BLASTX 


NCBI GI 


g3776027 


BLAST score 


484 


E value 


6.0e-49 


Match length 


115 


% identity 


82 


NCBI Description 


(AJ010475) 


Seq. No. 


39420 


Seq. ID 


LIB3107-023 


Method 


BLASTX 


NCBI GI 


g4539377 


BLAST score 


141 


E value 


1.0e-08 


Match length 


53 


% identity 


49 


NCBI Description 


(AL049525) 




[Arabidopsi 


Seq. No. 


39421 


Seq. ID 


LIB3107-024 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


274 


E value 


1.0e-153 


Match length 


354 


% identity 


94 



-H5 



6134 



o 



NCBI Description Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 



tJC^i IN KJ . 


39422 




07-094-01 -K1 -A7 


Method 


BLASTX 


NCBI GI 


g2673906 


DlLTlO 1 Ol/UIC 


14 5 

JL *1 


E value 




Mai" 1 ofi it+* fa 
rid tun iciKjl.il 




& 1 H£*nt" 1 "t" V 


62 


IN^-DJ. L/COOIXJJL.1UI1 


^AP009 c ifi1 ^ nntat" "i tr^ HTJA r>nl ^/mpr^ Hp 1 "h a ^niP. 1 1 <= !iilr>i]'n i t 
^ ri\s\j Ut. J ul J hl.cil.j_v~ l^lnxt. pui. ^yiLLc; j_ q o™ u.c j_ l. a. oiucm- o llj-/liii _l 




r A v a fa ■? /H Ar> on o 4~faal n ana 1 
[riraJJlClOpSlS T_.liaild.Ilcl J 


OCU i IN U • 


39423 


Seq. ID 


LIB3107-024-Q1-K1-B5 


Method 


BLASTX 


IN^Dl Ol 


rr9 9£?1 0 S 


oJ_Lfio i score 


9 £P 
ZOO 


£j ValUc 


/ • ue oo 




111 
1 1 1 


t> laeiiLiLy 


£7 


NCBI Description 


^/\uuuzo4o; UfiKnown protein [/iraDiaopsis tnaiianaj 


beq. no. 




Seq. ID 


LIB3107-024-Q1-K1-E4 


Method 


BLASTX 


JNLdI Lxl 




tsij/ioi score 


1 CQ 

id y 


E value 


o . ue 11 


Ma "t - ^"*fa 1 /an ffH fa 
L v iciLCLl Xcllvj LU 


Q7 


% identity 


A 1 
4 1 


NUni Description 


tAru^Jiuyj speriuiame synmase z Lrisuiu sai.ivuinj 


OC^ • 1NVJ . 


J Zt 1 ^. 


Seq. ID 


LIB3107-024-Q1-K1-F1 


Method 


BLASTN 


MfDT (IT 




DJbrioi score 


990 


E value 


1 He* — 1 9fl 

i . ue izu 


VlCL L.CL1 XtJliy L.li 




% identity 




jnv^jdi uescripuion 


o • max cnioropiasu gene rpsiy ana xianKing xreyiuns 


oeq. jno . 


o y4Z o 


Seq, ID 


LIB3107-024-Q1-K1-F12 


Method 


BLASTX 




go 41 UZ u / O 


idj_lH.o i score 


991 
ZZ 1 


E value 


z . ue-ib 


M.air'fa 1 pnrrhh 


72 


% identity 


61 


NCBI Description 


(AC004 697) putative adenylate kinase [Arabidopsis thai 


Seq. No. 


39427 


Seq. ID 


LIB3107-024-Q1-K1-F7 


Method 


BLASTN 


NCBI GI 


g343648 



6135 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

4.0e-ll 

80 

86 

Vigna unguiculata chloroplast ribosomal protein (L16 and 
L14) genes, 3 f and 5 f end respectively 

39428 

LIB3107-024-Q1-K1-G7 

BLASTN 

g!70091 

271 

1.0e-151 

423 

91 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39429 

LIB3107-024-Q1-K1-H6 

BLASTN 

g2815245 

68 

6.0e-30 

236 

82 

C.arietinum mRNA for 
CanMT-2) 



class I type 2 metallothionein (clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39430 

LIB3107-025-Q1-K1-E3 

BLASTN 

g2815245 

75 

5.0e-34 

223 

83 

C.arietinum mRNA for class 
CanMT-2) 



I type 2 metallothionein (clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



39431 

LIB3107-025-Q1-K1-E8 

BLASTX 

g3600048 

194 

6.0e-15 

100 

47 

(AF080120) similar to hypothetical proteins in 
Schizosaccharomyces pombe (GB:Z98533) and C. elegans 
(GB:Z48334 and Z78419) [Arabidopsis thaliana] 

39432 

LIB3107-025-Q1-K1-F11 

BLASTX 

g548770 

206 



6136 



E value 

Match length - 

% identity 

NCBI Description 



O 



2.0e-16 

74 
57 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39433 

LIB3107-025-Q1-K1-G5 

BLASTX 

gl703227 

153 

6.0e-10 

56 

59 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC— ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_629770_pir S42535 alanine transaminase (EC 

2.6.1.2) - barley >gi_469148_emb_CAA81231_ (Z26322) alanine 
aminotransferase [HoAleum vulgare] 

39434 

LIB3107-025-Q1-K1-H4 

BLASTX 

g3204134 

156 

6.0e-ll 

42 

76 

(AJ006771) beta-galactosidase [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39435 

LIB3107-025-Q1-K1-H8 

BLASTN 

g20755 

54 

1.0e-21 

198 

82 

P. sativum mRNA rab for ras-related GTP-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39436 

LIB3107-026-Q1-K1-G12 

BLASTX 

g3355477 

316 

3.0e-29 
100 
63 

(AC004218) 
thaliana] 



putative P-glycoprotein, pgpl [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



39437 

LIB3107-027-Q1-K1-D3 

BLASTN 

g609224 

76 



6137 



E value 
Match length 
% identity 
NCBI Description 



1.0e-34 

265 
85 

P. sativum mRNA for SAMS-2 >gi_60 95 5 8_gb_L3 66 8 1_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Sea No 


39438 


Sea ID 


LIB3107-028-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2245136 


BLAST score 


192 


E value 


9.0e-15 


Match 1 pncrth 


79 


% identity 


54 


NCBI Description 


(Z97344) trehalose-6-phosphate synthase homolog 




[Arabidopsis thaliana] 


OC^« LN <J * 


*j j *± j j 


Seq, ID 


LIB3107-028-Q1-K1-E6 




RLASTN 






BLAST score 


55 


i_i v n± uc 


3 Oe-22 


Match length 


207 


% identity 


44 


Xh \_> £_> _L XJC O LXU11 


Srsvhp^n rrpnp "For* ulni ani t* i n - POTrvolpte cds 


o e q • IN O . 


ft u 


Spa TO 

UCV^ • XL/ 


LIB3107-028-O1-K1-E7 


ft/To 4~ Vi /-\ 


DllrtO X if\. 




yiituxiu 




162 


P. V3 1 IIP 


3 . Oe-11 


Match length 


59 


% identity 


61 


KTP'RT Dp<?pri ni"i nn 




Oorr Mo 
Dcq. 1NU * 


?Qd41 


Spa TD 
tj * _l x>> 


LIB3107-029-O1-K1-A3 




Dxxtt.O 1 IN 






RTiAST spriTP 


326 


7? TT3 I 1 1 O 
JL-t V d J. LXC7 


0 0e+00 


Match lenath 


338 


% identity 


99 


NCBI Description 


G.max mRNA for Glyoxalase I 


Seq. No. 


39442 


Seq. ID 


LIB3107-029-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3915037 


BLAST score 


121 


E value 


4.0e-15 


Match length 


85 


% identity 


47 


NCBI Description 


SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 



6138 



>gi_2570067_emb_CAA04512_ (AJ001071) second sucrose 
synthase [Pisum sativum] 



Seq. No. 


39443 


Seq. ID 


LIB3107-029-Q1-K1-B1 


Mo +* h or! 


RT.A9TN 


\TPDT PT 




CxxriO x oOU-Lfc; 




J-j V ai. U.<3 












WPRT riP^r* y*i nt*i on 


GI vri max choline kinase GmCKlo mRNA, comolete 


Seq. No. 


39444 


Seq. ID 


LIB3107-029-Q1-K1-E3 


i.JC U11UU, 


RLASTN 


XTfTST (IT 


rr4 S671^ 
y i ju / x. »,/ 






W tTP 1 lip 
Hi V CI X LLC 


7 . Oe-11 


ftAa +" o Vi 1 o t*i M"t~ Vi 


7 1 

/ X 


^ IClcIlU-LUy 


R7 


LNUOX L/C OOJ L£J t — Lull 


m vri np Tria v ne»np for* tibi rnii t In . pomolete cds 


Oorr Mrs 


O j *± *t o 


Seq. ID 


LIB3107-029-Q1-K1-E9 


Method 


BLASTN 


NPRT GT 


a3449312 


BLAST score 


47 


E value 


2.0e-17 


Match length 


71 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




K16L22, complete sequence [Arabidopsis thaliana] 


Seq. No. 


39446 



cds 



TAG clone: 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3107-029-Q1-K1-G11 

BLASTX 

g4249380 

184 

9.0e-14 

95 
42 

(AC005966) 
from this 



ESTs gb_Z37637, gb_AA042498 and gb_AA042269 come 
gene. [Arabidopsis thaliana] 



39447 

LIB3107-029-Q1-K1-G5 

BLASTX 

g728744 

207 

9.0e-17 

71 

56 

AUXIN- INDUCED PROTEIN PCNT115 >gi_100305_pir S16390 

auxin-induced protein - common tobacco 
>gi_19799_emb_CAA39708__ (X56267) auxin-induced protein 
[Nicotiana tabacum] 



6139 




Seq. No. 


39448 


Seq. ID 


LIB3107-029-Q1-K1-H6 


Method 


BLASTX 




rr11 A 7111 
go / 4 / ill 


BLAST score 


227 


E value 


1.0e-18 


Match length 


78 


% identity 


56 


NCBI Description 


(AF095641) MTN3 homoloa FArabidonqi <? fh^li^npl 


Seq. No. 


39449 


Seq. ID 


LIB3107-030-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 




BLAST score 


281 


E value 


4.0e-32 


Match length 


125 


% identity 


55 


NCBI Description 


(AL031326) putative Drotfin fArah-i HnnQi <; Hiaiianai 


Seq. No. 


39450 


Seq. ID 


LIB3107-030-Q1-K1-E7 


Method 


BLASTN 


NCBI GI 


gl70091 


tJiiAoi score 


368 


E value 


0.0e+00 


Match length 


412 


% identity 


97 


NCBI Description 


Glycine max veqetative storaae orot^i n {\r<*r>n\ aon© 




complete cds 


Seq. No. 


39451 


Seq. ID 


LIB3107-031-Q1-K1-B4 


Method 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


327 


E value 


0.0e+00 



Match length 413 

% identity 95 

NCBI Description Glycine max vegetative storage protein (vspB) gene, 
complete cds 

Seq. No. 39452 

Seq. ID LIB3107-031-Q1-K1-B6 

Method BLASTX 

NCBI GI g2341033 

BLAST score 340 

E value 5.0e-32 

Match length 89 

% identity 80 

NCBI Description (AC000104) Similar to Babesia aldo-keto reductase 
(gb_M93122). [Arabidopsis thaliana] 

Seq. No. 39453 

Seq. ID LIB3107-031-Q1-K1-E10 

Method BLASTX 



6140 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2499611 
234 

1.0e-19 

51 

84 

MI TOGEN-ACT I VATED PROTEIN KINASE HOMOLOG 7 (MAP KINASE 7) 

(ATMPK7) >gi_629548_pir S40473 mitogen-activated protein 

kinase 7 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457406_dbj_BAA04870_ (D21843) MAP kinase [Arabidopsis 
thaliana] 



Q r-} /r \T/-> 
LNO • 


O J *± *> T 


dart T Pi 

beg. Lu 


T TM1 07-0*31 -HI -K1 -PI 1 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


oil 


E value 


1 . ue-l / 0 


Match length 


410 


% identity 




NCBI Description 


Glycine max vspA gene/ complete 


Seq. No. 




Seq. ID 


JjlrSJlU / Uol yi i\i n4 


Method 


Dlj/iO 1 IN 


NCBI GI 


g2924257 


BLAST score 


260 


E value 


1.0e-144 


Match length 


380 


% identity 


92 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


39456 


Seq. ID 


LIB3107-033-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl36057 


BLAST score 


394 


E value 


3.0e-38 


Match length 


106 


% identity 


71 


NCBI Description 


TRIOSEPHOSPHATE ISOMERASE, CYTO 



,IC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39457 

LIB3107-034-Q1-K1-A8 

BLASTN 

g343348 

51 

8.0e-20 

67 
94 

Glycine max mitochondrial 
initiation motif 



DNA sequence, transcription 



Seq. No. 
Seq. ID 



39458 

LIB3107-034-Q1-K1-D6 



6141 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g2 #09233 
179 

3.0e-13 

54 

61 

(AC002560) F21B7.2 [Arabidopsis thaliana] 
39459 

LIB3107-034-Q1-K1-E12 

BLASTX 

g4512663 

261 

9.0e-23 

88 

57 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4544470_gb_AAD22377.1_AC006580_9 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39460 

LIB3107-034-Q1-K1-E4 

BLASTX 

g3650035 

157 

2.0e-10 
75 
52 

(AC005396) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 


39461 


Seq. ID 


LIB3107-034-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3135263 


BLAST score 


408 


E value 


6.0e-40 


Match length 


135 


% identity 


39 


NCBI Description 


(AC003058) hypothetical prote: 


Seq. No. 


39462 


Seq. ID 


LIB3107-035-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g541943 


BLAST score 


275 


E value 


2.0e-24 


Match length 


55 


% identity 


91 


NCBI Description 


metallothionein - soybean >gi 




metallothionein-like protein 


Seq. No. 


39463 


Seq. ID 


LIB3107-035-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3128209 


BLAST score 


143 



1808316A 



6142 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-09 

53 

55 

(AC004 077) unknown protein [Arabidopsis thaliana] 
39464 

LIB3107-035-Q1-K1-F2 

BLASTN 

gl8683 

44 

2.0e-15 

64 

60 

G.max N-20t gene 
39465 

LIB3107-035-Q1-K1-F9 

BLASTX 

g4417288 

203 

6.0e-16 

61 
64 

(AC007019) unknown protein [Arabidopsis thaliana] 
39466 

LIB3107-035-Q1-K1-G3 

BLASTX 

g484656 

301 

2.0e-27 

102 

61 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - 
cucumber >gi_452165_dbj_BAA05408_ (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



39467 

LIB3107-035-Q1-K1-H7 

BLASTN 

g2995831 

50 

2.0e-19 

54 

98 

Trifolium michelianum 18S ribosomal RNA gene, partial 
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence; 
and 26S ribosomal RNA gene, partial sequence 

39468 

LIB3107-036-Q1-K1-C12 

BLASTX 

g2462929 

200 

9.0e-16 

76 



6143 



# 





01 




^ il£>£i^ J / y J_ H >^ CI LllXUliC CU.10 1CXQOC L d*J -L LJ.v^^' O _l_ O UI1CIJ_-L.CLJ.1GI 


oeq. INO . 




oeq. X1J 


L1DJ1U / UJU \_X XN--L I-j-L X 




D±xrt.O X /V 


NCBI GI 


g4567304 


BLAST score 


211 


ili value 


/ • ue x i 


Match length 


DO 


% identity 




lN^ISX ucsciiption 


lnUUUO"JOJ uliK-IlOWn pxOL.GXil ["J- dDlUOpblb LIla.X-Ld.ilcl J 


beq. No. 




beq. iu 


IiXdoIU /"UjD yi m r xU 


L v 1gL.11vJvJ. 


XJlxrlO 1 A 


NCBI GI 


g3402678 


BLAST score 


182 


TT tt 2 1 no 




MSlCH xengi-n 




^ laentiLy 


DO 


in^.dx ueooxxpT_xon. 


^nUUU^D j / ; pULdulvc d.Cieriy±clT_e Kllldbc [r\X cLJJXU.upoXo ullciX 


beq. wo. 




beq. xu 


XjxJsOXU / Uju yi i\1 r XZ 




J_51_fiO ± IN 


nprt r;T 




BLAST score 


60 


E value 


2.0e-25 


Match length 


196 


% identity 


83 


NCBI Description 


Xylomelum scottianum ATP synthase beta subunit (atpB) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chloroplast gene encoding chloroplast protein, 



39472 

LIB3107-036-Q1-K1-G3 

BLASTN 

g2815245 

70 

5.0e-31 

242 

82 

C.arietinum mRNA for class 
CanMT-2) 



gene, 
partial cds 



I type 2 metallothionein (clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



39473 

LIB3107-037-Q1-K1-C5 

BLASTX 

g4467147 

144 

4.0e-09 

74 

50 

(AL035540) putative protein [Arabidopsis thaliana] 
39474 

LIB3107-037-Q1-K1-C9 



6144 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g541943 

197 

4.0e-15 

55 
64 

metallothionein - soybean >gi_228 682_prf 1808316A 

metallothionein-like protein [Glycine max] 



39475 

LIB3107-037-Q1-K1-E5 

BLASTN 

g343344 

39 

1.0e-12 

107 

85 

Soybean chloroplast 16S rRNA 
Ile-tRNA, and Ala-tRNA genes 



(3 1 end), 18S rRNA (5 f end), 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39476 

LIB3107-037-Q1-K1-E7 

BLASTX 

g3738299 

363 

1.0e-34 

93 
77 

(AC005309) putative glutaredoxin [Arabidopsis thaliana] 
>gi_4249395 (AC006072) putative glutaredoxin [Arabidopsis 
thaliana] 



Seq. No. 


39477 


Seq. ID 


LIB3107-037-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


44 


E value 


1.0e-15 


Match length 


100 


% identity 


86 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


39478 


Seq. ID 


LIB3107-037-Q1-K1-H9 


Method 


BLASTN 


NCBI GI 


g3097320 


BLAST score 


43 


E value 


7.0e-15 


Match length 


135 


% identity 


84 


NCBI Description 


Glycine max gene for Bd 30K, complete 


Seq. No. 


39479 


Seq. ID 


LIB3107-038-Q1-K1-D1 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


102 



6145 




E value 


2.0e-50 


Match length 


134 


% identity 


94 


NCBI Description 


Glycine max cationic peroxidase 2 (Prx2) mRNA romnl pfp 


Seq. No. 


39480 


Seq. ID 


LIB3107-038-Q1-K1-G3 


Method 


BLASTN 


NCBI GI 


gl69974 


oiiH.o i score 


52. 


E value 


1.0e-08 


Match length 


48 


% identity 


92 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq* No. 


39481 


Seq. ID 


LIB3107-038-Q1-K1-H3 


Method 


BLASTN 


NCBI GI 


g2924257 


DjLiio i score 


-JOT 

10/ 


E value 


1.0e-101 


Match length 


279 


% identity 


92 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


39482 


Seq. ID 


LIB3107-039-O1-K1-A6 


Method 


BLASTN 


NCBI GI 


g2924257 


.bijAol score 


77 


E value 


3.0e-35 


Match length 


183 


% identity 


47 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


39483 


Seq. ID 


LIB3107-039-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2623295 


T3T ACT c* r*ts^-v~n 

oj-lHo i score 


112 


E value 


5.0e-ll 


Match length 


78 


% identity 


53 


NCBI Description 


(AC002409) hypothetical orotein rArahiHnn«!-i ^ i-hai -l anal 


Seq. No. 


39484 


Seq. ID 


LIB3107-039-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4559342 


BLAST score 


362 


E value 


8.0e-35 


Match length 


97 


% identity 


70 


NCBI Description 


(AC007087) putative copper methylamine oxidase [Arabidops 




thaliana] 


Seq. No. 


39485 



6146 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3107-039-Q1-K1-E2 

BLASTX 

g2501850 

374 

5.0e-36 
102 
74 

(AF012823) 



GDP dissociation inhibitor [Nicotiana tabacum] 



39486 

LIB3107-039-Q1-K1-G2 

BLASTX 

g3980254 

292 

3.0e-26 

78 

72 

(AJ006053) peroxisomal membrane protein [Arabidopsis 
thaliana] 



Seq. No. 


39487 


Seq. ID 


LIB3107-040- 


Method 


BLASTN 


NCBI GI 


g4218188 


BLAST score 


41 


E value 


1.0e-13 


Match length 


122 


% identity 


89 


NCBI Description 


Glycine max 




promoter 


Seq. No. 


39488 


Seq. ID 


LIB3107-040- 


Method 


BLASTX 


NCBI GI 


g4454482 


BLAST score 


180 


E value 


2.0e-13 


Match length 


77 


% identity 


45 


NCBI Description 


(AC006234) ] 


Seq. No. 


39489 


Seq. ID 


LIB3107-040- 


Method 


BLASTX 


NCBI GI 


g3449378 


BLAST score 


168 


E value 


7.0e-15 


Match length 


89 


% identity 


46 


NCBI Description 


(AF039681) ] 




esculentum] 


Seq. No. 


39490 


Seq. ID 


LIB3107-040 


Method 


BLASTN 


NCBI GI 


gl69897 


BLAST score 


231 



-Q1-K1-E5 



plant resistance protein [Lycopersicon 



6147 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-127 

379 

90 

G.max 28 kDa protein, complete cds 



39491 

LIB3107-041-Q1-K1-A5 

BLASTN 

g2815245 

86 

1.0e-40 

242 

84 

C.arietinum mRNA for class 
CanMT-2) 



I type 2 metallothionein (clone: 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39492 

LIB3107-041-Q1-K1-F11 

BLASTN 

gl70091 

257 

1.0e-142 

321 
95 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



39493 

LIB3107-041-Q1-K1-F12 

BLASTN 

g3982595 

179 

4.0e-96 

323 
89 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



39494 

LIB3107-041-Q1-K1-G12 

BLASTX 

g3023945 

419 

1.0e-41 

91 

82 

HISTONE DEACETYLASE (HD) >gi_2318131 (AF014824) histone 
deacetylase [Arabidopsis thaliana] 



39495 

LIB3107-041-Q1-K1-G6 

BLASTX 

gl086252 

123 

4.0e-12 

94 

47 

sucrose cleavage protein 



- Potato >gi_707001_bbs_157931 



6148 



CI 



(S7 4161) sucrolytic enzyme/ ferredoxin homolog [Solarium 
tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39496 

LIB3107-042-Q1-K1-A7 

BLASTN 

gl76000 

40 

4.0e-13 

80 

88 

Spinach chloroplast Leu-tRNA-3 
39497 

LIB3107-042-Q1-K1-B5 

BLASTX 

g3150415 

180 

2.0e-13 

56 

68 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsi 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39498 

LIB3107-042-Q1-K1-B8 

BLASTN 

gll576 

60 

2.0e-25 

116 

88 

Soybean plastid DNA for rpsl2, 
NADH dehydrogenase and ORF 



rps7, 16S rRNA, tRNA-Val, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39499 

LIB3107-042-Q1-K1-D12 

BLASTX 

g4432835 

142 

9.0e-09 

64 

48 

(AC006283) unknown protein [Arabidopsis thaliana] 
39500 

LIB3107-042-Q1-K1-E12 

BLASTN 

gl70091 

38 

3.0e-12 

126 

83 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



6149 



Sea. No. 


39501 


Seq. ID 


LIB3107-044-Q1-K1-B11 


Method 


BLASTN 


NCBI GI 


g343026 


RT.AST qrnrp 


40 




2 . Oe-13 




i j j 




85 






Seq. No . 


39502 


Seq. ID 


LIB3107-044-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3176689 


BLAST score 


218 


E value 


7.0e-28 


Match length 


98 


% identity 


67 


NCBI Description 


(AC003671) Contains s 



5S, 16S and 23S mRNA 



carboxyl-terminal hydrolase 14 gb_Z35927 from S, 
cerevisiae. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39503 

LIB3107-044-Q1-K1-D11 

BLASTX 

g2388710 

168 

7.0e-12 

76 

47 

(AF017150) betaine aldehyde dehydrogenase 
hypochondriacus ] 



[Amaranthus 



Seq. No. 


39504 


Seq. ID 


LIB3107-044-Q1-K1-D2 


Method 


BLASTN 


NCBI GI 


gll303 


BLAST score 


101 


E value 


2.0e-49 


Match length 


229 


% identity 


86 


NCBI Description 


G.max chloroplast mRNA for ndhK polypeptide 


Seq. No. 


39505 


Seq. ID 


LIB3107-044-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3786005 


BLAST score 


187 


E value 


8.0e-20 


Match length 


100 


% identity 


41 


NCBI Description 


(AC0054 99) putative phosphoethanolamine 




cytidylyltransferase [Arabidopsis thaliana] 


Seq. No. 


39506 


Seq. ID 


LIB3107-044-Q1-K1-E10 



6150 



o 



Method BLASTX 

NCBI GI g4567311 

BLAST score 219 

E value 6.0e-18 

Match length 64 

% identity 66 

NCBI Description (AC005956) putative protein kinase [Arabidopsis thaliana] 

Seq. No. 39507 

Seq. ID LIB3107-044-Q1-K1-E7 

Method BLASTX 

NCBI GI g4545262 

BLAST score 165 

E value 2.0e-ll 

Match length 64 

% identity 48 

NCBI Description (AF118230) metallothionein-like protein [Gossypium 
hirsutum] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39508 

LIB3107-044-Q1-K1-F12 

BLASTN 

gl70050 

288 

1.0e-161 

348 
96 

Soybean pyruvate kinase mRNA, 



complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39509 

LIB3107-047-Q1-K1-A3 

BLASTN 

g2815245 

82 

3.0e-38 

242 

83 

C. arietinum mRNA for class 
CanMT-2) 



I type 2 metallothionein (clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39510 

LIB3107-048-Q1-K1-C10 

BLASTX 

g3834388 

147 

3.0e-09 

68 

43 

(AF038547) beta-1, 4-mannanase [Bacillus stearothermophilus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



39511 

LIB3107-048-Q1-K1-C12 

BLASTX 

g3298540 

159 

1.0e-10 
87 



6151 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



48 

(AC004681) 



unknown protein [Arabidopsis thaliana] 



39512 

LIB3107-049-Q1-K1-B5 

BLASTX 

g3928097 

178 

2.0e-15 

111 

42 

(AC005770) 
thaliana] 



unknown protein, 5 T partial [Arabidopsis 



o c q • IN O . 




Seq. ID 


LIB3107-049-Q1-K1-D5 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


51 


E value 


1.0e-19 


Match length 


143 


% identity 


85 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


one 1 a 

39514 


Seq. ID 


LIB3107-049-Q1-K1-D8 


Method 


BLASTN 


NCBI GI 


g516102 


BLAST score 


215 


E value 


1.0e-117 


Match length 


315 


% identity 


92 


NCBI Description 


Soybean phytochrome B (phyB) gene 


Seq. No. 


39515 


Seq. ID 


LIB3107-049-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2632252 


BLAST score 


171 


E value 


4.0e-12 


Match length 


48 


% identity 


77 


NCBI Description 


(Y124 64) serine/threonine kinase 


Seq. No. 


39516 


Seq. ID 


LIB3107-049-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g541943 


BLAST score 


194 


E value 


4.0e-20 


Match length 


73 


% identity 


68 


NCBI Description 


metallothionein - soybean >gi 228 < 



1-5, complete cds 



1808316A 



Seq. No. 
Seq. ID 



metallothionein-like protein [Glycine max] 
39517 

LIB3107-04 9-Q1-K1-F9 



6152 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



BLASTX 
gl!4623 
288 

7.0e-26 
137 
53 

ATP SYNTHASE B CHAIN (SUBUNIT I) 
H+-transporting ATP synthase (EC 
pea chloroplast >gi_311715_emb_CAA29351 
protein [Pisum sativum] 

39518 

LIB3107-050-Q1-K1-A10 

BLASTX 

g2462746 

446 

2.0e-58 

148 

70 

(AC002292) 
thaliana] 



>gi_67 933_pir PWPM1 

3.6.1.34) chain I - garden 
(X05917) atpF 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39519 

LIB3107-050-Q1-K1-A12 

BLASTX 

g2462746 

454 

2.0e-45 

127 
71 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



39520 

LIB3107-050-Q1-K1-A7 

BLASTN 

gl70091 

90 

4.0e-43 

267 

84 

Glycine max vegetative storage protein 
complete cds 



39521 

LIB3107-050-Q1-K1-B10 

BLASTX 

g231660 

182 

2.0e-13 

114 

42 

HYPOTHETICAL 226 KD PROTEIN 



(vspB) gene, 



(ORF 1901) 



39522 

LIB3107-050-Q1-K1-D10 
BLASTX 



6153 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2506276 
481 

1.0e-48 

107 

92 

RUBISCO SUBUNIT BINDING- PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_2129561_pir S71235 chaperonin-60 alpha chain - 

Arabidopsis thaliana >gi_1223910 (U49357) chaperonin-60 
alpha subunit [Arabidopsis thaliana] 

>gi_4510416_gb__AAD21502.1_ (AC006929) putative rubisco 
binding protein alpha subunit [Arabidopsis thaliana] 



oeq. jno. 




Seq. ID 


LIB3107-050-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3298542 


BLAST score 


151 


E value 


7 . 0e-10 


Match length 


48 


% identity 


56 


NCBI Description 


(AC004681) putative cellulose synthase [Arabidops. 




thaliana] 


Seq. No* 




Seq. ID 


LIB3107-050-Q1-K1-D2 


Method 


BLASTN 


NCBI GI 


gl4311 


BLAST score 


91 


E value 


9. 0e-44 


Match length 


267 


% identity 


84 


NCBI Description 


G.max chloroplast gene rpsl9 and flanking regions 


beq. no* 




Seq, ID 


LIB3107-050-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3021357 


jDiiAbi score 




E value 


4.0e-50 


Match length 


120 


% identity 


79 


NCBI Description 


(AJ005082) UDP-galactose 4-epimerase [Cyamopsis 




tetragonoloba] 


Seq. No. 


39526 


Seq. ID 


LIB3107-050-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2244792 


BLAST score 


649 


E value 


3.0e-74 


Match length 


148 


% identity 


89 


NCBI Description 


(Z97336) ankyrin homolog [Arabidopsis thaliana] 


Seq. No. 


39527 


Seq. ID 


LIB3107-050-Q1-K1-F10 



6154 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



BLASTX 

gll72556 

221 

4.0e-18 

88 
49 

36 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 

( VOLT AGE- DE PENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

(POM 36) >gi_629729_pir S46925 porin II, 36K - potato 

>gi_1076681_pir B55364 porin (clone pPOM 36.2) - potato 

mitochondrion >gi_515360_emb_CAA56600_ (X80387) 36kDA porin 

II [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39528 

LIB3107-050-Q1-K1-F11 

BLASTX 

gll73027 

418 

4.0e-41 

120 

72 

60S RIBOSOMAL PROTEIN L31 >gi_915313 
protein L31 [Nicotiana glutinosa] 



(U23784) ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39529 

LIB3107-050-Q1-K1-F2 

BLASTN 

g609224 

98 

1.0e-47 

306 
83 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 


39530 


Seq. ID 


LIB3107-050-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2827082 


BLAST score 


190 


E value 


5.0e-15 


Match length 


72 


% identity 


61 


NCBI Description 


(AF020272) malate dehydrogenase [Medicago sativa] 


Seq. No. 


39531 


Seq. ID 


LIB3107-050-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4406780 


BLAST score 


552 


E value 


1.0e-56 


Match length 


148 


% identity 


72 


NCBI Description 


(AC006532) putative multispanning membrane protein 



[Arabidopsis thaliana] 



6155 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39532 

LIB3107-050-Q1-K1-H10 

BLASTX 

gl928981 

480 

2.0e-48 
107 
85 

(U92651) 
oleracea 



tonoplast intrinsic protein bobTIP26-l [Brassica 
botrytis] 



Seq. No. 
Seq. ID 
Method 



var . 



39533 

LIB3107-050-Q1-K1-H11 

BLASTX 

g2244977 

298 

5.0e-27 

119 

54 

(Z97340) cysteine proteinase [Arabidopsis thaliana] 
39534 

LIB3107-050-Q1-K1-H12 

BLASTX 

g3170525 

148 

1.0e-09 

51 

61 

(AF054615) cellulase [Fragaria x ananassa] 
39535 

LIB3107-050-Q1-K1-H9 

BLASTN 

g2150129 

151 

2.0e-79 

395 

85 

Arabidopsis thaliana cytoplasmic ribosomal protein S15a 
mRNA, complete cds 

39536 

LIB3107-052-Q1-K1-B2 

BLASTX 

g629693 

265 

2.0e-23 

85 

54 

probable integrase - common tobacco (fragment) 
>gi_530742_emb_CAA56791_ (X80830) integrase [tJicotiana 
tabacum] 

39537 

LIB3107-052-Q1-K1-F2 
BLASTX 



6156 



II 



NCBI GI 


g3068705 


BLAST score 


177 


E value 




lYldLdl J_ti.ilyL.Ll 


67 


% identity 




INV^DX fCcLl J.£>M — HJIi 


( 7\ t?n 4 Q9 ^ nn V*n AT«m T Zi r*a hi H /^r^ on o f Vial i aria 
^rir \JH jz. O u / UllJiilUWII [^aJJlUUpblo LllctlJ-CUlci 


beq. wo. 






T TR^1 07 — H^9— ril —1^1 -PQ 
JUXJt3oJ.U / uoz yi i\l uj 






NCBI GI 


g3982595 


BLAST score 


296 


E value 


1 Ho— 1 

X • \JQ 1 D 0 






& 1 ^ ^ *1 4" * T 

% iueiii.ix.y 




MO TIT riflonri v\+- -! r\r\ 

inoox Lie5cripLion 


biycine max Cdiionic peroxidase £ ^rrx^j 


beq. wo. 




q orr jn 


i_ixi5j±u / uoz y± r\.i. no 


rlc LI1UU 




NCBI GI 


gl69974 


BLAST score 


100 


E value 


d . ue 4 y 


Match length 




% identity 


o o 


NCBI Description 


Glycine max vspA gene ; complete cds 


Seq. No. 


39540 


oeq. xu 






T5T 71QTV 








17 6 


E value 


1.0e-12 


Match length 


81 


% identity 


42 


NCBI Description 


(Z97628) Similarity to Brugia peptidylpr 




(TR.G984562) [Caenorhabditis elegans] 



mRNA, complete cds 



>gi_387 6969__emb_CAB03088_ (Z81080) Similarity to Brugia 
peptidylprolyl isomerase (TR:G984562) [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



39541 

LIB3107-053-Q1-K1-C11 

BLASTX 

g4337175 

345 

2.0e-32 

98 

66 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45G20, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

39542 

LIB3107-053-Q1-K1-C6 
BLASTX 



6157 



NCBI GI 


g3482975 


BLAST score 


254 


E value 


0 . Uc ZZ 


Match length 


110 


% identity 


A Q 
4 0 


jnL/dI Description 


( Ai "^ficn nnt-at -i tto nrnf^in r Arabi doosis 

|^ riJj UJ1 Jw j 1 y pULdLlvc piULCXii [nxauxuvjytjxo 


Seq. No. 




oeq. id 


T TR^I D7-0S^-O1 -K1 -D? 


Method 


blifiolA 


NCBI GI 


g3212877 


BLAST score 


453 


E value 




Match length 


IIS 


•6 identity 


*7 A 
I 4 


Nubi Description 


/ ^pnn^ nn ^ ^ T.oa- 1 i v& nrnfpin r Aralni donsis 


Seq. No. 


jl? 34 4 


beq* 1JJ 


T TR^I 07 — OS?— Dl -Kl — F? 


Method 


isLiAb 1 A 




y »j *± j. zf r± j 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


46 


% identity 


67 


NCBI Description 


metallothionein - soybean >gi_228682__prf 



1808316A 



metallothionein-like protein [Glycine max] 



Seq. No. 


39545 


Seq. ID 


LIB3107-053- 


Method 


BLASTN 


NCBI GI 


g2815245 


BLAST score 


62 


E value 


3.0e-26 


Match length 


182 


% identity 


84 


NCBI Description 


C.arietinum 




CanMT-2) 


Seq. No. 


39546 


Seq. ID 


LIB3107-054 


Method 


BLASTX 


NCBI GI 


g2792188 


BLAST score 


171 


E value 


4.0e-12 


Match length 


136 


% identity 


26 


NCBI Description 


(AJ002236) 


Seq. No. 


39547 


Seq. ID 


LIB3107-054 


Method 


BLASTX 


NCBI GI 


g3183088 


BLAST score 


245 


E value 


8.0e-21 


Match length 


96 


% identity 


52 



I type 2 metallothionein (clone 



Hcr9-9E [Lycopersicon pimpinelli folium] 



6158 



NCBI Description 



PROBABLE NONSPECIFIC LIPID- TRANSFER PROTEIN AKCS9 PRECURSOR 

,(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



oeq. no. 




beg. id 




Metnoa 






gz bio oy y 


idiiiioi score 




E value 


o . ue—zo 


i v iai-cn lengtn 


ft 9 




74 


inudx uesciipT-ion 


^ri^UU^OXU/ UllJvllUWIl U L.c;-L II 


Seq. No. 


39549 


Seq. ID 


LIB3107-054-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


gl70023 


BLAST score 


109 


E value 


1.0e-54 


Match length 


221 


% identity 


88 


NCBI Description 


Glycine max maturation-asso 




complete cds 



(MAT 9) mRNA, 



Seq. No. 


39550 


Seq. ID 


LIB3107-054-Q1-K1-E3 


Method 


BLASTN 


NCBI GI 


g!69897 


BLAST score 


41 


E value 


6.0e-14 


Match length 


189 


% identity 


80 


NCBI Description 


G.max 28 kDa protein, complete cds 


Seq. No. 


39551 


Seq. ID 


LIB3107-054-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl903034 


BLAST score 


117 


E value 


5.0e-09 


Match length 


78 


% identity 


44 


NCBI Description 


(X94625) amp-binding protein [Brassica napus] 


Seq. No. 


39552 


Seq. ID 


LIB3107-054-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2894610 


BLAST score 


308 


E value 


3.0e-28 


Match length 


72 


% identity 


76 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 


Seq. No. 


39553 



6159 



© 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3107-054-Q1-K1-H4 

BLASTN 

g2258103 

72 

3.0e-32 

80 

97 

Arabidopsis thaliana chloroplast genes for trnC and rpoB, 
partial cds 



39554 

LIB3107-055-Q1-K1-A5 

BLASTN 

gl69897 

140 

8.0e-73 

277 

87 

G.max 28 kDa protein, 



complete cds 



39555 

LIB3107-055-Q1-K1-A7 

BLASTX 

g2792297 

216 

2.0e-17 

66 

59 

(AF039183) GAST-like gene product 



[Fragaria x ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39556 

LIB3107-055-Q1-K1-B3 

BLASTX 

g3033395 

241 

2.0e-20 

100 

47 

(AC004238) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39557 

LIB3107-055-Q1-K1-D12 

BLASTN 

g531828 

45 

3.0e-16 

81 

89 

Cloning vector pSportl, 



complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



39558 

LIB3107-055-Q1-K1-D3 

BLASTX 

g2244816 

154 

4.0e-10 



6160 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 
46 

(Z97336) 



hypothetical protein [Arabidopsis thaliana] 



39559 

LIB3107-055-Q1-K1-F2 

BLASTX 

g3122785 

203 

5.0e-16 

60 
70 

40S RIBOSOMAL PROTEIN S14 >gi_2565340 (AF026079) ribosomal 
protein S14 [Lupinus luteus] 



39560 

LIB3107-055-Q1-K1-F7 

BLASTN 

gl70089 

52 

2.0e-20 

180 

83 

G.rna^ vegetative storage protien mRNA (VSP27) 



complete cds 



Seq. No. 
Seq. ID 



39561 

LIB3107-055-Q1-K1-G11 

BLASTX 

g477280 

209 

1.0e-16 

121 

45 

mitochondrial processing peptidase (EC 3.4.99.41) 55K 
protein precursor - potato >gi_410633_bbs_136740 cytochrome 
c reductase-processing peptidase subunit I, MPP subunit I, 
P55 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
534 aa] 

39562 

LIB3107-055-Q1-K1-H3 

BLASTX 

gll70508 

147 

2.0e-09 

78 

46 

EUKARYOTIC INITIATION FACTOR 4A-8 (EIF-4A-8) 

>gi_2119931_pir S60244 translation initiation factor 

eIF-4A.8, anther-specific - common tobacco 
>gi_475219_emb_CAA55639_ (X7 9004) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

>gi_475221_emb_CAA55640_ (X7 9005) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

39563 

LIB3107-055-Q1-K1-H4 



6161 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

BLASTN 
gl69974 
219 

1.0e-120 

387 

89 

Glycine max vspA 




, complete cds 



OtrCJ. WO. 




oeq. iu 


ijxrJoxu / ujj yi fvi no 


Lyiennoa 


"RT flCTM 
DxjR.0 x IN 


NffRT (IT 


a4204762 






E value 


7.0e-39 


Match length 


159 


9- T /"I £l T"» +" 1 +" X T 

^ lucnLiLy 


ftft 


jnuoi uescrxptiou 


biyCine ILlctX pcXOAlUaoc Vio^-^-O- 1 -; lllIMNri./ palLlal tua 


oeq * ino . 




beq. ID 




Method 




JNUJbx ul 


gZ 00x«± xZ 


DLiiioi score 


J.OO 


E value 


i . ue iu 


Match length 


86 


% identity 


43 


NCBI Description 


(AJ000728) MAP kinase kinase [Lycopersicon esculentum] 


Seq. No. 




oeq. ijj 


XjIisJIU / UjD yi m id 


Method 


OT TV OTV 

BLAoIX 




goZ4z / o y 


Diuiioi score 


1 Q£ 


T tt a 1 no 

Hj Value 


O . Uc 13 


ixia ten lengLii 


R9 


•s xoenxxxy 




KTf'R T Flo « r»T* t r^l - n r\rt 
LnV^dx ucouiipuiUll 


( Zi T*Tm R "3 R 7 ^ raqni rat"nru hnr , <?t' nvi Ha<5P nrnt" <=> *i n Ti T At*?i1tI Hon 4 ? 1 
^nc u J J J J / ) icopiiaLuiy jjuiol UAiuaac k>x ^ lciii w t"J-ajjj.u'Jjjo j.o 




thaliana] 


Seq. No. 


39567 


Seq. ID 


LIB3107-057-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4127988 


BLAST score 


222 


E value 


3.0e-18 


Match length 


80 


% identity 


56 


NCBI Description 


(AJ005940) GTP-binding protein [Homo sapiens] >gi_4218945 




(AF078103) developmentally regulated GTP-binding protein 




[Homo sapiens] 



Seq. No. 39568 

Seq. ID LIB3107-057-Q1-K1-A9 

Method BLASTN 

NCBI GI g577414 

BLAST score 35 

E value 4.0e-10 



6162 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 
94 

Human G protein-coupled receptor (GPR2) gene, partial cds 
39569 

LIB3107-057-Q1-K1-B5 

BLASTN 

g984307 

78 

1.0e-35 

276 
83 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD), photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 

39570 

LIB3107-057-Q1-K1-B8 

BLASTX 

g4006827 

370 

2.0e-35 

121 

58 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
39571 

LIB3107-057-Q1-K1-C1 

BLASTX 

g4538967 

157 

2.0e-10 

60 

53 

(AL049488) major intrinsic protein (MIP) -like [Arabidopsis 
thaliana] 



Seq. No. 


39572 


Seq. ID 


LIB3107- 


Method 


BLASTN 


NCBI GI 


g516102 


BLAST score 


92 


E value 


2.0e-44 


Match length 


148 


% identity 


91 


NCBI Description 


Soybean 


Seq. No. 


39573 


Seq. ID 


LIB3107- 


Method 


BLASTX 


NCBI GI 


g2642165 


BLAST score 


264 


E value 


5.0e-23 


Match length 


98 


% identity 


53 



(phyB) gene exons 1-5, complete cds 



6163 



o 



NCBI Description (AC003000) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39574 

LIB3107-057-Q1-K1-D9 

BLASTN 

g537459 

37 

2.0e-ll 

61 

90 

Cloning vector pSG930, HIS4-based plasmid, complete 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39575 

LIB3107-057-Q1-K1-E11 

BLASTX 

g4107099 

179 

3.0e-13 

88 
38 

(AB015141) AHP1 [Arabidopsis thaliana] 

>gi_4156245__dbj_BAA37112_ (AB012570) ATHP3 [Arabidopsis 
thaliana] 



Seq. No. 


39576 


Seq. ID 


LIB3107-057-Q1-K1-E5 


Method 


BLASTN 


NCBI GI 


g313143 


BLAST score 


48 


E value 


6.0e-18 


Match length 


112 


% identity 


86 


NCBI Description 


A.medicago MSK-1 mRNA for protein 


Seq. No. 


39577 


Seq. ID 


LIB3107-057-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl28838 


BLAST score 


530 


E value 


3.0e-54 


Match length 


114 


% identity 


86 


NCBI Description 


NADH-PLASTOQUINONE OXIDOREDUCTASE 



CHLOROPLAST (ORF 393) >gi_82215_pir A05216 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 393 - common 
tobacco chloroplast >gi_1223674_emb_CAA77398_ (Z00044) NADH 
dehydrogenase 4 9kD subunit [Nicotiana tabacum] 
>gi_225262_prf 1211235CX ORF 393 [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



39578 

LIB3107-057-Q1-K1-H5 

BLASTX 

g541943 

150 

7.0e-17 
79 



6164 



o 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

metallothionein - soybean >gi_228 682_prf 180?316A 

metallothionein-like protein [Glycine max] 

39579 

LIB3107-057-Q1-K1-H6 

BLASTX 

g4467151 

392 

5.0e-38 

146 

55 

(AL03554 0) putative protein [Arabidopsis thaliana] 



39580 

LIB3107-057-Q1-K1-H9 

BLASTN 

g2815245 

62 

2.0e-26 

242 

81 

C.arietinum mRNA for class 
CanMT-2 ) 



I type 2 metallothionein (clone 



Seq. No. 


39581 


Seq. ID 


LIB3107-058-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g600855 


BLAST score 


173 


E value 


1.0e-12 


Match length 


69 


% identity 


54 


NCBI Description 


(U17887) bZIP protein [Arabidopsis thaliana] 


Seq. No. 


39582 


Seq. ID 


LIB3107-058-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


g470890 


BLAST score 


32 


E value 


9.0e-09 


Match length 


60 


% identity 


92 


NCBI Description 


Cycas revoluta 28S ribosomal RNA (28S rRNA) , 




938 in mature rRNA 


Seq. No. 


39583 


Seq. ID 


LIB3107-058-Q1-K1-C11 


Method 


BLASTN 


NCBI GI 


g343344 


BLAST score 


51 


E value 


2.0e-20 


Match length 


59 


% identity 


97 



ca. bp 738 to 



NCBI Description 



Soybean chloroplast 16S rRNA 
Ile-tRNA, and Ala-tRNA genes 



(3' end), 18S rRNA (5' end) 



6165 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39584 

LIB3107-058-Q1-K1-C5 

BLASTX 

g3850583 

154 

4.0e-10 

41 
73 

(AC005278) Contains similarity to transcription initiation 
factor HE, alpha subunit gb_X634 68 from Homo sapiens. 
[Arabidopsis thaliana] 





Seq. No. 








T,TR^lf)7-0S8-Ol-Kl-C6 

JjlDJlU / \J %J <J iv-L ^r\J 




Method 


BLASTN 




NCBI GI 


g531828 




BLAST score 


48 




E value 


4.0e-18 




Match length 


80 




% identity 


90 




NCBI Description 


Cloning vector pSportl, complete cds 




Seq. No. 


39586 




Seq. ID 


LIB3107-058-Q1-K1-D8 




Method 


BLASTN 




NCBI GI 


g3511284 




BLAST score 


32 




E value 


7.0e-09 




Match length 


52 




% identity 


90 




NCBI Description 


Populus alba x Populus tremula cellulose 



mRNA, complete cds 



Seq. No. 


39587 


Seq. ID 


LIB3107-058-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2982303 


BLAST score 


211 


E value 


3.0e-17 


Match length 


72 


% identity 


61 


NCBI Description 


(AF051236) hypothetical protein [Picea mariana] 


Seq. No. 


39588 


Seq. ID 


LIB3107-058-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4579913 


BLAST score 


158 


E value 


1.0e-10 


Match length 


43 


% identity 


67 


NCBI Description 


(AB023423) sulfate transporter [Arabidopsis thaliana] 



Seq. No. 39589 

Seq. ID LIB3107-058-Q1-K1-E6 

Method BLASTX 

NCBI GI g3093294 



6166 



o 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145 

1.0e-09 

34 

76 

(Y12782) putative villin [Arabidopsis thaliana] 
39590 

LIB3107-058-Q1-K1-E8 

BLASTN 

g2924257 

56 

1.0e-22 

201 
86 

Tobacco chloroplast genome DNA 



39591 

LIB3107-059-Q1-K1-E10 

BLASTX 

g!171577 

162 

5.0e-ll 

90 
40 

(X95343) hypersensitivity-related gene 



[Nicotiana tabacum] 



39592 

LIB3107-060-Q1-K1-A12 

BLASTX 

g4510348 

145 

3.0e-09 

58 

48 

(AC006921) unknown protein [Arabidopsis thaliana] 
39593 

LIB3107-060-Q1-K1-B10 

BLASTN 

g!326160 

59 

2.0e-24 

161 

96 

Phaseolus vulgaris dehydrin mRNA, complete cds 
39594 

LIB3107-060-Q1-K1-B9 

BLASTX 

gl619602 

192 

1.0e-14 

58 
62 

(Y08726) MtN3 [Medicago truncatula] 



Seq. No. 



39595 



6167 



Seq. ID 


LIB3107-060-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


a2129709 


DXariOX otuic 


176 


E value 


1.0e-12 


Match length 


118 


& t H^nt "i tv 

o _L u^c i i c -i. i— y 


34 




reverse transcriptase - Arabidopsis thaliana 




retrotransooson Tall-1 >ai 976278 (L47193) reverse 




transcriptase [Arabidopsis thaliana] 


o • LN w • 


39596 


q pa ID 


LIB3107-060-Q1-K1-C7 


M^thori 


BLASTN 


NCBI GI 


g516853 


BLAST score 


108 


J_l v CL X U.C 


7 . Oe-54 


Mstr'h lf^ntrth 


192 




32 


NCRT npspriotion 


Soybean SUBI-2 gene for ubiquitin, complete cds 


uC^« IN vJ • 


39597 


OCv^ ■ X U 


LIB3107-060-O1-K1-E10 




RT.R^TW 

JD XlTlO X IN 


NCBI GI 


y ou ft 


oxirio ± o ^ wX c; 


174 


E value 


4.0e-93 


Match length 


306 








P sativum mRNA for SAMS-2 >ai 609558 ab L36681 PEADENSYNB 


Pi cmitti c; =» +- t TrnTTi ^— rl^riric? vl Tnpth i dT\ i Tie 5, flvnthass mRNA* coniDlet 

CIO tXLLL L J. V LULL CLVX^llW u V LI 1J.V11.L11C u jll Lliu ' ^ f vj'j.llj^ ^— ' v — 




cds 


oeq • inu ■ 


J JO 


O t;y • X LV 


LTB3107-060-O1-K1-E2 


i v je L.noci 


HjXii-i.0 X A 


NCRT 

LN^J_)X vjx 


a3702343 


BLAST score 


380 


E value 


1.0e-36 


Liu UWll -L>diy Uli. 


121 


% -I fip^nt i i"v 


63 


MP'R T Flo erri r*»+" l r\T> 


faP0nR^Q7^ nn t^ t T T7"p» hnmpnt i r rrpn^ r^criilator* TArabidotDSis 




UXlCLXXdliCl J 


Ot5V-[ • IN (J • 


QQRQQ 
J jj ^ j 




LIB3107-060-O1-K1-F8 


ft/To "H Vi 

1X1 £2 LIIOCJL 


PT.A9TY 


NCBI GI 


g2244916 


BLAST score 


148 


Hi V dX IXC 


2 Oe-09 


l. v iCi L.V-.11 XCiiyLii 


1 07 


% identity 


z y 


NCBI Description 


(Z97339) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


39600 


Seq. ID 


LIB3107-060-Q1-K1-G4 


Method 


BLASTX 



6168 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4512617 
161 

1.0e-ll 

120 

43 

(AC004793) F28K20.16 [Arabidopsis thaliana] 



39601 

LIB3107-060-Q1-K1-H11 

BLASTX 

g4263711 

285 

2.0e-25 

64 
83 

(AC006223) putative CCR4- 
[Arabidopsis thaliana] 



•associated transcription factor 



39602 

LIB3107-060-Q1-K1-H8 

BLASTN 

gl70091 

306 

1.0e-172 

386 

95 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



39603 

LIB3107-061-Q1-K1-B10 

BLASTX 

g!657855 

278 

1.0e-24 

68 
72 

(U73216) cold acclimation protein WCOR413 
aestivum] 



[Triticum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



39604 

LIB3107-061-Q1-K1-C3 

BLASTN 

g255576 

377 

0.0e+00 

395 

99 

small auxin up RNA gene cluster: orf 6B [Glycine 
max=soybeans, cv. Wayne, Genomic, 665 nt] 

39605 

LIB3107-061-Q1-K1-C8 

BLASTX 

g4567295 

404 

2.0e-39 



6169 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 
58 

(AC006918) putative pol polyprotein [Arabidopsis thaliana] 
39606 

LIB3107-061-Q1-K1-D12 

BLASTN 

gl66379 

67 

2.0e-29 

195 

84 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 

39607 

LIB3107-061-Q1-K1-E3 

BLASTX 

g541943 

166 

9.0e-14 

74 

65 

metallothionein - soybean >gi_228682 _prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 


39608 


Seq. ID 


LIB3107-061- 


Method 


BLASTX 


NCBI GI 


gl23587 


BLAST score 


145 


E value 


1.0e-09 


Match length 


61 


% identity 


49 


NCBI Description 


HEAT SHOCK ' 




protein HSP' 




(M76725) 70 




reinhardtii 


Seq. No. 


39609 


Seq. ID 


LIB3107-061 


Method 


BLASTX 


NCBI GI 


g4262180 


BLAST score 


101 


E value 


2.0e-10 


Match length 


53 


% identity 


66 


NCBI Description 


(AC005508) ; 


Seq. No. 


39610 


Seq. ID 


LIB3107-061 


Method 


BLASTN 


NCBI GI 


gl8729 


BLAST score 


48 


E value 


3.0e-18 


Match length 


120 


% identity 


85 



[Chlamydomonas 



-Q1-K1-F6 



29621 [Arabidopsis thaliana] 



6170 



NCBI Description Soybean (Glycine max) 18S ribosomal RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39611 

LIB3107-061-Q1-K1-G2 

BLASTX 

g3367574 

283 

2.0e-25 

103 

54 

(AL031135) hypothetical protein [Arabidopsis thaliana] 
39612 

LIB3107-062-Q1-K1-A11 

BLASTX 

gll73187 

275 

1.0e-24 

64 

81 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

39613 

LIB3107-062-Q1-K1-A8 

BLASTN 

gl8761 

66 

6.0e-29 

174 

85 

Soybean stem mRNA for 31 kD glycoprotein 
39614 

LIB3107-062-Q1-K1-B5 

BLASTX 

g541943 

170 

4.0e-12 

65 

52 

metallothionein - soybean >gi_228 682__prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39615 

LIB3107-062-Q1-K1-B8 

BLASTN 

g555615 

218 

1.0e-119 

306 

93 

Glycine max Mandarin cytokinin induced message (ciml) mRNA, 
complete cds 



6171 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI -Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39616 

LIB3107-062-Q1-K1-C7 

BLASTX 

g4126473 

157 

9.0e-ll 

96 

38 

(AB014884) 
hirsutum] 



adenylyl cyclase associated protein [Gossypium 



39617 

LIB3107-062-Q1-K1-H2 

BLASTN 

g984307 

147 

6.0e-77 

176 

95 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 
component (psal) , ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151} , ORF 103 protein (ORF 103), ORF 229 
precurso 



39618 

LIB3107-063-Q1-K1-A10 

BLASTN 

gl70091 

359 

0.0e+00 

407 

97 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene. 



39619 

LIB3107-063-Q1-K1-B5 

BLASTN 

g303900 

220 

1.0e-120 

314 
29 

Soybean gene for ubiquitin, complete cds 
39620 

LIB3107-063-Q1-K1-B8 

BLASTX 

g3063460 

576 

^.Oe-59 

136 

85 

(AC003981) F22013.22 [Arabidopsis thaliana] 



Seq. No. 



39621 



6172 



Seq. ID 


LIB3107-063-Q1-K1-C1 


Method 


BLASTN 


NCBI GI 


a4325285 


BLAST score 


36 


E value 


1.0e-10 




68 


% "i H^r>"H "i +* \t 
u j.uci.1 1 — l u_y 


88 




Ar*ahn dnns i s thai iana NAC domaii 




cds 




39622 


Seq. ID 


LIB3107-063-Q1-K1-C7 


Mpt hod 


BLASTX 




a541943 

\A s_/ ~ _1_ _/ ~ -K-/ 


BLAST score 


329 


E value 


8.0e-31 


M^1~pht 1 PTtni")"* 


79 


o J.VJ.C11L. -L L-_y 


77 




tti A"f"^ 1 1 nfh i nnp i n — sovhpari >n"i \ 




metallothionein— like protein [( 




39623 


Sea ID 


LIB3107-063-Q1-K1-E10 


Mpthod 


BLASTN 


NCBI GI 


g4138388 


BLAST score 


97 


TT* T73 1 nfl 
JZi VcLXUe 


rip-47 


IXldX Cll XciiyLIl 


91 4 

£. X *± 


xcxeijxxuy 


o ,? 


NPRT npQpri nt i on 


Pi sum sativum chloroolast ndhK 


OC(|i IN L7 • 




q prf TH 

uCU i JLiJ 


LIB3107-064-O1-K1-B10 


lie uxi ^ vj. 


BLASTX 


NCBI GI 


gl817526 


BLAST score 


280 


TT3 1 no 
J_i VCLXLLC 




L1CL L- 1^11 L.H 


136 


& t Hon i" i +■ \t 

15 X U.fcii 1 L X l y 


X u 


NCBI Descriotion 


(D63884) intermediate chain 1 


Can "KJo 




Sprr ID 


LIB3107-064-O1-K1-D5 


Method 


BLASTN 


NCBI GI 


g836895 


BLAST score 


37 


T TT 5 1 11 A 

£j VaXUe 


X • Uc XX 








flQ 

O -? 






beq. iMO . 




Seq. ID 


LIB3107-064-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g282994 


BLAST score 


267 


E value 


2.0e-23 



complete 



[Anthocidaris crassispina] 



complete cds 



6173 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



76 
67 

Sipl protein - barley >gi_167100 (M77475) 
protein [ Horde um vulgare] 

39627 

LIB3107-064-Q1-K1-E7 

BLASTN 

gl8655 

89 

2.0e-42 

261 

84 

Soybean heat-shock gene hs6871 sequence 
39628 

LIB3107-064-Q1-K1-F11 

BLASTN 

g296444 

270 

1.0e-150 

374 

93 



seed imbibition 



NCBI Description G.max ADR6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



39629 

LIB3107-064-Q1-K1-F3 

BLASTX 

gl946690 

357 

6.0e-34 

84 

77 

(U94495) glutathione peroxidase [Arabidopsis thaliana] 
39630 

LIB3107-064-Q1-K1-F5 

BLASTX 

g3377797 

288 

7.0e-26 

117 

57 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

39631 

LIB3107-064-Q1-K1-F6 

BLASTN 

g296442 

49 

2.0e-18 

129 
85 



6174 





G max ADR11 mRNA 






O ™ . J. J-/ 


LIB3107-064-O1-K1-G5 






NCBI GI 


gl8729 


BLAST score 


64 


TI 1 Tral no 
Hi Val Lio 




i ia L Oil _LCXi.y L.I1 


x *± u 




Q1 




ovj yjJccLii \ 0 J. y uxiic lllcla. j _l vj 0 1 j.j^wo^iilcc j_ 








LIR3107-064-O1-K1-G6 


Method 


BLASTN 


NCBI GI 


g4204764 


BLAST score 


135 


Hi val LLC 


7 no-7D 




JJv) 


•6 luSriI.lLy 


ft R 
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KT^ O T HoCPyi T~\H 1 rtri 

IN^-DJ. Ucoul lULlUil 


ril t t/-» lfia TYisv r^iovoviHaGO / 0 Ti 1 PV^i 0 \ m T? KF A 


o e q . in 0 • 




oeq. 


T TR^I 07-064-01 -K1 -HI ? 


Moth piH 


RT.A^TN 


NCBI GI 


g3982595 


BLAST score 


342 


TP TTSS 1 HA 

Hj ValUc 






41 o 






MfRT PlO qpri r"\ - t~ 1 i^\Tl 




0 e CJ . IN 0 . 




Corr in 


T TR^I 07-064-01 -K1 -W3 


Mpt" n nH 

Lie? UllUU 




NCBI GI 


al350969 


BLAST score 


213 


E value 


1.0e-17 


Match length 


55 


% identity 


76 


NCBI Description 


40S RIB0S0MAL PROTEIN S26 (S31) >gi 



RNA 



partial cds 



Prx2) mRNA, complete cds 



(D38011) ribosomal protein S31 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39636 

LIB3107-065-Q1-K1-A8 

BLASTX 

g2511693 

164 

1.0e-ll 

95 

43 

(Z99954) cysteine proteinase precursor [Phaseolus vulgaris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



39637 

LIB3107-065-Q1-K1-C11 

BLASTN 

g!431738 



6175 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. IEf 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



74 

2.0e-33 

197 

90 

Soybean {Glycine max) low MW heat shock protein gene 
(Gmhspl7.5-M) 

39638 

LIB3107-065-Q1-K1-C5 

BLASTX 

g3421391 

217 

2.0e-17 

47 
87 

(AF082158) putative cysteine synthase [Arabidopsis 
thaliana] 

39639 

LIB3107-065-Q1-K1-D7 

BLASTN 

g296446 

65 

2.0e-28 

209 

83 



NCBI Description G.max AmyB mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



39640 

LIB3107-065-Q1-K1-E8 

BLASTX 

g3023752 

178 

4.0e-13 

67 

51 

FERREDOXIN I 
ferredoxin-I 



PRECURSOR >giJL418982_emb_CAA99756_ 
[Lycopersicon esculentum] 



[Z75520) 



39641 

LIB3107-065-Q1-K1-F7 

BLASTN 

g403326 

55 

3.0e-22 

150 
87 

T.repens TrMTIA mRNA for metallothionein-like protein 
39642 

LIB3107-066-Q1-K1-A7 

BLASTN 

g403326 

51 

7.0e-20 

171 

84 



6176 



NCBI Description T.repens TrMTIA mRNA for metallothionein-like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39643 

LIB3107-066-Q1-K1-B4 

BLASTX 

g2160189 

217 

1.0e-17 

108 

10 

(AC000132) Similar to A. thaliana receptor-like protein 
kinase (gb_RLK5_ARATH) . ESTs gb_ATTS0475, gb_ATTS4362 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39644 

LIB3107-066-Q1-K1-C11 

BLASTN 

g474002 

44 

2.0e-15 - 

82 

89 

Rice mRNA, partial homologous to ribosomal protein L39 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39645 

LIB3107-066-Q1-K1-D2 

BLASTX 

g2281090 

292 

2.0e-26 

111 

61 

(AC002333) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39646 

LIB3107-066-Q1-K1-E3 

BLASTX 

g3660471 

269 

7.0e-24 

92 

59 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39647 

LIB3107-066-Q1-K1-F11 

BLASTX 

g731651 

145 

4.0e-09 

44 

55 

HYPOTHETICAL ALDEHYDE- DEHYDROGENASE LIKE PROTEIN IN 

PUT2-SRB2 INTERGENIC REGION >gi_626608_pir S46746 

hypothetical protein YHR039c - yeast (Saccharomyces 
cerevisiae) >gi_488180 (U00062) Yhr039cp [Saccharomyces 



6177 



cerevisxae] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39648 

LIB3107-066-Q1-K1-F5 

BLASTX 

g544250 

183 

2.0e-13 

36 
8 9 

ER LUMEN PROTEIN RETAINING RECEPTOR (HDEL RECEPTOR) 

>gi_541860_pir A4 9677 endoplasmic reticulum retention 

receptor Erd2 - Arabidopsis thaliana 



Seq. No. 


39649 


Seq. ID 


LIB3107-066-Q1-K1-H4 


Method 








biiAbi score 


1 A 6 
± *± o 


TT 1 tt a 1 iia 

Jli ValUc 




Maucn j_engi,n 


X ^ D 


% identity 


*^9 




fAL04 9525} outative protein 


Seq. No. 


39650 


Seq. ID 


LIB3107-067-Q1-K1-A6 


Method 


DT 7\OTY 
r>lxH.O I A 




rrl 1 ft 


BLAST score 




rj value 


1 . Oe-16 


Maticn ±engun 


66 


% identity 


D / 


NCBI Description 


MALATE SYNTHASE, GLY0XYS0MAL 




malate synthase [Glycine max 


Seq. No. 


39651 


Seq. ID 


LIB3107-067-Q1-K1-B12 * 


Method 


BLASTX 


NCBI GI 


g3688170 


BLAST score 


287 


E value 


8.0e-26 


Match length 


87 


% identity 


63 


NCBI Description 


(AL031804) putative protein 


Seq. No. 


39652 


Seq. ID 


LIB3107-067-Q1-K1-D6 


Method 


BLASTN 


NCBI GI 


gl70087 


BLAST score 


95 


E value 


5.0e-46 



(MS) >gi_170026 (L01629) 



Match length 

% identity 

NCBI Description 



215 
86 

G.max vegetative storage protein mRNA (VSP25 gene) 



Seq. No. 
Seq. ID 



39653 

LIB3107-067-Q1-K1-D8 



6178 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl69897 

121 

1.0e-61 

221 
89 

G.max 28 kDa protein, complete cds 
39654 

LIB3107-067-Q1-K1-E11 

BLASTN 

gl673362 

34 

1.0e-09 

150 

89 

A.fungosa plastid rpsl6 gene (intron) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39655 

LIB3107-067-Q1-K1-E2 

BLASTX 

g4415924 

227 

5.0e-19 
89 



(AC006282) 
thaliana] 



putative glucosyl transferase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 39657 

Seq. ID LIB3107-067-Q1-K1-H2 

Method BLASTX 

NCBI GI gl865677 

BLAST score 157 

E value 2.0e-10 

Match length 34 

% identity 94 

NCBI Description (Y08568) trehalose-6-phosphate synthase [Arabidopsis 
thaliana] 



39656 

LIB3107-067-Q1-K1-E3 
BLASTX 
g3928150 
153 

l.Oe-10 

54 
61 

(AJ131049) hypothetical protein [Cicer arietinum] 



Seq. No. 39658 

Seq. ID LIB3107-068-Q1-K1-C1 

Method BLASTN 

NCBI GI gl2137 

BLAST score 186 

E value 1.0e-100 

Match length 324 



6179 



% identity 91 
NCBI Description Pea chloroplast DNA (4.7 kb) 5' to ATP-synthase a subunit 
gene 

Seq. No. 39659 

Seq. ID LIB3107-068-Q1-K1-E10 

Method BLASTX 

NCBI GI g3158476 

BLAST score 173 

E value 1.0e-12 

Match length 61 

% identity 57 

NCBI Description (AF067185) aquaporin 2 [Samanea saman] 
Seq. No. 39660 

Seq. ID LIB3107-068-Q1-K1-F11 

Method BLASTX 

NCBI GI g!36057 

BLAST score 200 

E value 1.0e-15 

Match length 75 

% identity 55 

NCBI Description TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi 99499_pir A32187 (S) -tetrahydroberberine oxxdase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

Seq. No. 39661 

Seq. ID LIB3107-069-Q1-K1-A5 

Method BLASTN 

NCBI GI gl480927 

BLAST score 144 

E value 3.0e-75 

Match length 228 

% identity 94 

NCBI Description Glycine max cdc2 protein kinase ((cdc2(l)) nonprocessed 
pseudogene 

Seq. No. 39662 

Seq. ID LIB3107-069-Q1-JK1-D12 

Method BLASTX 

NCBI GI gll84121 

BLAST score 156 

E value 2.0e-10 

Match length 71 

% identity 48 

NCBI Description (U20808) auxin-induced protein [Vigna radiata] 
39663 

LIB3107-069-Q1-K1-D5 
BLASTN 
g2668739 
39 

1.0e-12 

83 
87 

Zea mays translation initiation factor GOS2 (TIF) mRNA, 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6180 



complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39664 

LIB3107-069-Q1-K1-F1 

BLASTN 

g2815245 

73 

8.0e-33 

177 

85 

C.arietinum mRNA for class I 
CanMT-2) 



type 2 metallothionein (clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39665 

LIB3107-069-Q1-K1-H2 

BLASTX 

g3164136 

160 

6.0e-ll 

70 
50 

(D78603) cytochrome P450 monooxygenase [ Arab idop sis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



39666 

LIB3107-070-Q1-K1-B9 

BLASTN 

g456713 

130 

4.0e-67 

185 

28 

Glycine max gene for ubiquitin, complete cds 
39667 

LIB3107-070-Q1-K1-E6 

BLASTN 

gl2269 

192 

1.0e-104 

304 

91 

Spinach plastid genes psaA, psaB and rpsl4 for p700 
chlorophyll a apoproteins and ribosomal protein S14 

39668 

LIB3107-070-Q1-K1-F1 

BLASTX 

g3641863 

107 

3.0e-12 

44 

80 

(AJ005042) beta-galactosidase [Cicer arietinum] 
39669 

LIB3107-070-Q1-K1-F2 



6181 



Method 


BLASTX 


NCBI GI 


g3046815 


nLiAoi score 


Job 


E value 


6.0e-32 


Match length 


79 


% identity 


82 


NCBI Description 


(AL021687) cytochrome P450 [Arabidopsis thaliana] 


Seq. No. 


39670 


Seq. ID 


LIB3107-070-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4416302 


id±j£\o l. score 


A OO 


E value 


2.0e-42 


Match length 


113 


% identity 


72 


NCBI Description 


(AF105716) copia-tvpe pol oolvorotein rzea inavc;! 


Seq. No. 


39671 


Seq. ID 


LIB3107-070-Q1-K1-H1 


Method 


BLASTN 


NCBI GI 


g516853 


oiiiioJ. score 


ICO 

152 


J£ value 


4.0e-80 


Match length 


199 


% identity 


32 


NCBI Description 


Soybean SUBI- 2 crene for ubiemi 1~ i n rnmnlpf-o pHc 


Seq. No. 


39672 


Seq. ID 


LIB3107-071-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2062475 


DLAbi score 


184 


E value 


4.0e-14 


Match length 


76 


% identity 


53 


NCBI Description 


(U83903) TNF-stimulated aene 6 nrotein rMn<^ mnqmln<?i 


Seq. No. 


39673 


Seq. ID 


LIB31 07-07 1-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3461835 


BLAST score 


164 


E value 


6.0e-12 


Match length 


54 


% identity 


61 


NCBI Description 


(AC005315) putative protein kinase [Arabidopsis thaliana] 




>gi_3927840 (AC005727) putative protein kinase [Arabidopsi 




thaliana] 



Seq. No. 39674 

Seq. ID LIB3107-071-Q1-K1-E7 

Method BLASTN 

NCBI GI g2815245 

BLAST score 37 

E value 2.0e-ll 

Match length 101 



6182 



% identity 

NCBI Description 



C.arietinum mRNA for class I 
CanMT-2) 



type 2 metallothionein (clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39675 

LIB3107-072-Q1-K1-B12 

BLASTN 

gl4311 

112 

3.0e-56 

291 

85 

G.max chloroplast gene rpsl9 and flanking regions 
39676 

LIB3107-072-Q1-K1-F3 

BLASTX 

gl616628 

145 

3.0e-09 

94 

39 

(X80472) stslS [Solanum tuberosum] 
39677 

LIB3107-072-Q1-K1-G2 

BLASTX 

g2492506 

220 

3.0e-18 

64 

64 

PEROXISOME ASSEMBLY FACTOR-2 (PAF-2) ( PEROXISOMAL- TYPE 

AT PAS E 1) (PEROXIN-6) >gi_21358 99_pir S71090 peroxisome 

biogenesis disorder group 4 protein PXAAA1 - human 
>gi_1354753 (U56602) Pxaaalp [Homo sapiens] 



Seq. No. 


39678 


Seq. ID 


LIB3107-07 4-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


gl9395 


BLAST score 


35 


E value 


4.0e-10 


Match length 


55 


% identity 


91 


NCBI Description 


Tomato U6 small nuclear RNA gene 


Seq. No. 


39679 


Seq. ID 


LIB3107-074-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g4567251 


BLAST score 


151 


E value 


6.0e-10 


Match length 


50 


% identity 


54 


NCBI Description 


(AC007070) unknown protein [Arabidopsis 



6183 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39680 

LIB3107-074-Q1-K1-D12 

BLASTX 

gl709804 

205 

5.0e-16 

56 

68 

26S PROTEASE REGULATORY SUBUNIT S10B (P44) (CONSERVED 
AT PAS E DOMAIN PROTEIN 44) >gi_1045497 (U36395) conserved 
ATPase domain protein 44 [Spermophilus tridecemlineatus] 
>gi_2213932 (AF006305) 26S proteasome regulatory subunit 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39681 

LIB3107-074-Q1-K1-E3 

BLASTX 

g2119719 

119 

4.0e-15 

73 

59 

heat-shock cognate protein 70-3 - tomato >gi__7 62844 
(L41253) Hsc70 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39682 

LIB3107-075-Q1-K1-A9 

BLASTX 

g541943 

189 

2.0e-14 

62 

58 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39683 

LIB3107-075-Q1-K1-B7 

BLASTX 

gl946360 

179 

3.0e-15 

107 

47 

(U93215) elicitor response element binding protein WRKY3 
isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST sdore 

E value 

Match length 

% identity 

NCBI Description 



39684 

LIB3107-075-Q1-K1-C10 

BLASTX 

g3560143 

150 

8.0e-10 

71 

44 

(AL031534) putative vacuolar protein sorting-associated 
protein [Schizosaccharomyces pombe] 



6184 





39685 


beq. lu 




Method 


BLASTN 


NCBI GI 


gll42700 


dLlAoI score 
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39686 


beq. -Lu 


LTRSI 07-075-O1-K1-C8 


Method 


BLASTN 


NCBI GI 


gl66411 




162 


hj vaiue 




iyiar.cn iengi.n 
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87 


VT/^D T P\ q c? z""' "r~ "1 t^i "H "i ati 
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beq. jno. 


^Qfifi7 


beq. lu 


T TT3Q1 Cll-ni^—Cil — Kl-Dl 
LlDJlv / \J 1 -J \£ J~ IAX U -L 


Method 


BLASTX 


NCBI GI 


g4467156 


bLAbi score 




E value 


o . ue ju 


Match length 


1 nn 

1UU 


^ identity 




NCBI Description 


( "AT n*3 ^ AH ^ nn+-at*i n"rr*1~A"i n FArabidoos 

tilLU J J JlU j pULa! — LVC piuucxu axs J-y~t^ £s >-> 


oeq . ino • 




Seq. ID 


t tts^i m — r\7R— m — 'K'l — m 

blojlU / U/O V x J - VJ - 


i it; L-iiw^-i 


BLASTN 


NCBI GI 


g!906414 


BLAST score 


149 


E value 


3.0e-78 


Match length 


313 


% identity 


87 


NCBI Description 


Nepenthes alata ORF2280 gene homolog, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39689 

LIB3107-075-Q1-K1-G1 

BLASTX 

g3747111 

255 

5.0e-22 

72 

65 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



39690 

LIB3107-076-Q1-K1-B4 

BLASTX 

g3747111 

187 



6185 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-14 

69 

51 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 
39691 

LIB3107-076-Q1-K1-C3 

BLASTX 

g4559351 

185 

8.0e-14 

108 
41 

(AC006585) hypothetical protein [Arabidopsis thaliana] 
39692 

LIB3107-076-Q1-K1-H7 

BLASTX 

gl076534 

182 

1.0e-13 

63 

59 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - garden 
pea >gi_497120 (U06461) monodehydroascorbate reductase 
[Pisum sativum] 



Seq. No. 


39693 


Seq, ID 


LIB3107-077 


Method 


BLASTX 


NCBI GI 


g3980417 


BLAST score 


277 


E value 


1.0e-24 


Match length 


60 


% identity 


34 


NCBI Description 


(AC004561) ] 


Seq. No. 


39694 


Seq. ID 


LIB3107-077 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


59 


E value 


7.0e-25 


Match length 


86 


% identity 


93 


NCBI Description 


Glycine max 


Seq. No. 


39695 


Seq. ID 


LIB3107-078 


Method 


BLASTN 


NCBI GI 


g3176694 


BLAST score 


35 


E value 


3.0e-10 


Match length 


87 


% identity 


85 


NCBI Description 


Arabidopsis 



■Q1-K1-B9 



pumilio-like protein [Arabidopsis thaliana] 



-E8 



complete cds 



078-Q1-K1-A4 



sequence, complete sequence 



;ome I BAC T14N5 genomic 
[Arabidopsis thaliana] 



6186 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39696 

LIB3107-078-Q1-K1-C10 

BLASTX 

g2055228 

130 

4.0e-09 

64 
58 

(AB000129) SRC1 [Glycine max] 
39697 

LIB3107-078-Q1-K1-E4 

BLASTX 

g2654870 

158 

1.0e-10 

30 
90 

(AF015302) RbohAOsp [Oryza sativa] 



39698 

LIB3107-078-Q1-K1-E7 

BLASTX 

g4490728 

205 

4.0e-16 

77 

51 

(AL035709) putative protein 



[Arabidopsis thaliana] 



39699 

LIB3107-078-Q1-K1-F1 

BLASTX 

g629733 

341 

4.0e-32 

118 
61 

sulfate adenylyltransf erase (EC 2.7.7.4) met3-2 - potato 

>gi_2130000_pir S67498 sulfate adenylyltransf erase (EC 

2.7.7.4) (clone StMet3-2) - potato >gi_479090_emb_CAA55655_ 
(X7 9053) sulfate adenylyltransf erase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



39700 

LIB3107-078-Q1-K1-F5 

BLASTN 

gl053046 

55 

4.0e-22 

169 

86 

Glycine max his tone H3 gene, partial cds, clone S2 
39701 

LIB3107-078-Q1-K1-G5 
BLASTX 



6187 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2245109 
149 

4.0e-ll 

114 

43 

(297343) carboxyl-terminal proteinase homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39702 

LIB3107-078-Q1-K1-H12 

BLASTX 

g2507421 

264 

2.0e-23 

61 

82 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_44 90709_emb__CAB38843 . 1__ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 


39703 


Seq. ID 


LIB3107-078-Q1-K1-H7 


Method 


BLASTX 


N\^n± K3± 


gz / jo / vh 


BLAST score 


209 


E value 


1.0e-16 


Match length 


49 


% identity 


88 


NCBI Description 


(AF008651) MADS transcriptional factor; STMADS 




tuberosum] 


Seq. No. 


39704 


Seq. ID 


LIB3107-079-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3775987 


BLAST score 


391 


E value 


5.0e-38 


Match length 


123 


% identity 


72 


NCBI Description 


(AJ010457) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


39705 


Seq. ID 


LIB3107-079-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2995380 


BLAST score 


183 


E value 


9.0e-14 


Match length 


80 


% identity 


46 


NCBI Description 


(AJ001903) thioredoxin H [Triticum durum] 


Seq. No. 


39706 


Seq. ID 


LIB3107-079-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3810596 


BLAST score 


170 



6188 



E value 
Match length 
% identity 
NCBI Description 



4.0e-12 

106 
36 

(AC005398) 
thaliana] 



reverse-transcriptase-like protein [,Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39707 

LIB3107-0791-Q1-K1-D9 

BLASTX 

gl619602 

297 

6.0e-27 

82 
65 

(Y08726) MtN3 [Medicago truncatula] 
39708 

LIB3107-07 9-Q1-K1-F6 , 

BLASTX 

gl30080 

162 

4.0e-ll 

100 
25 

PHLB PROTEIN PRECURSOR >gi_79140_pir C31390 phlB protein 

Serratia liquefaciens 

39709 

LIB3107-079-Q1-K1-H3 

BLASTN 

gl420935 

172 

6.0e-92 

275 
91 

Vigna unguiculata aspartic proteinase mRNA, complete cds 
39710 

LIB3107-080-Q1-K1-B12 

BLASTX 

g4206196 

172 

2.0e-12 

96 

44 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
39711 

LIB3107-080-Q1-K1-B8 

BLASTX 

gll73055 

181 

1.0e-24 

88 
76 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_54 1961_pir S42497 

ribosomal protein Lll.e - alfalfa >gi_107 6504_pir S51819 



6189 



RL5 ribosomal protein - alfalfa >gi_463252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39712 

LIB3107-080-Q1-K1-C9 

BLASTX 

g541943 

290 

4.0e-26 

73 

77 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 


39713 




Seq. ID 


LIB3107-080-Q1-K1- 


-F2 


Method 


BLASTN 






g!1575 




BLAST score 


257 




E value 


1.0e-142 




Match length 


273 




% identity 


99 




NCBI Description 


G.max chloroplast 


DNA 


Seq. No. 


39714 




Seq. ID 


LIB3107-080-Q1-K1- 


-GI 


Method 


BLASTX 




NCBI GI 


g4454471 




BLAST score 


141 




E value 


1.0e-17 




Match length 


86 




% identity 


55 




NCBI Description 


(AC006234) putative G 




thaliana] 




Seq. No. 


39715 




Seq. ID 


LIB3107-080-Q1-K1- 


-H4 


Method 


BLASTX 




NCBI GI 


g285741 




BLAST score 


177 




E value 


7.0e-13 




Match length 


80 




% identity 


41 





for tRNA (Arg) 



protein coupled receptor [Arabidopsis 



NCBI Description (D14550) EDGP precursor [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39716 

LIB3107-080-Q1-K1-H9 

BLASTN 

g4218188 

66 

1.0e-28 

102 

56 

Glycine max cytosolic glutamine synthetase 
promoter 



(gsl5) gene 



Seq. No. 



39717 



6190 





C prr Tf) 


LIB3107-081-O1-K1-A3 




Mp*t*hnH 


BLASTX 






rrl 703478 
yi / uji / 0 




BLAST score 


210 




E value 


4.0e-17 
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oeq. no. 






JCL^i J. U 


LTB3107-082-O1-K1-A5 






RT.A^TX 




NCBI GI 


g543650 




BLAST score 


146 




E value 


9 n p _nQ 




ixiaucn lencjun 


49 




w 


-s lQermiTzy 


0 / 
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P4RH — If) nrnf P"i n riTPPiiT^OT 
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oeCJ« NO. 
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T.TR31 D7-0R9-O1 -K1 -A9 






PJ.A^TN 




NCBI GI 


gl69980 




BLAST score 


124 




E value 


Z . U6 0 J 




Match length 


O R £ 
ZOO 




% identity 


O O 
OO 




NCBI Description 


ooyoean neat shock, pivotein 




beq. no. 


O Q"7 on 




064. 1JJ 


t tr31 n7-n.R9-m -Kl -H4 






RT.A^TX 
Diiriij x /\ 






rrS41 943 

w/ ^ -L _/ *3 *J 




BLAST score 


234 




E value 


8.0e-20 




Match length 


67 




% identity 


70 




NCBI Description 


iuetallothionein - soybean : 



2 [Arabidopsis 



- Zinnia elegans (cv. Envy) 



1808316A 



metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39721 

LIB3107-082-Q1-K1-E12 

BLASTN 

g2444415 

239 

1.0e-132 

307 
94 

Gleditsia fera NADH dehydrogenase-like protein 
chloroplast gene encoding chloroplast protein, 



(ndhF) gene, 
partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



39722 

LIB3107-082-Q1-K1-G11 

BLASTX 

g4006891 

150 



6191 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-10 

56 

55 

(Z99708) 



putative protein [Arabidopsis thaliana] 



39723 

LIB3107-082-Q1-K1-G12 

BLASTN 

gll42699 

146 

2.0e-76 

297 
34 

Glycine max satellite STR120-A.1 
39724 

LIB3109-001-Q1-K1-C1 

BLASTN 

g3982595 

308 

1.0e-173 

380 
95 

Glycine max cationic peroxidase 2 



39725 

LIB3109-001-Q1-K1-C2 

BLASTX 

g2245378 

555 

4.0e-57 

134 

77 

(U83245) auxin response 



[Prx2) mRNA, complete cds 



factor 1 [Arabidopsis thaliana] 



39726 

LIB3109-001-Q1-K1-C5 

BLASTX 

g4056506 

214 

3.0e-17 

116 

43 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 



39727 

LIB3109-001-Q1-K1-E10 

BLASTN 

g2204063 

48 

3.0e-18 

72 
92 

Pisum sativum mRNA for Fl ATPase, 



complete cds 



Seq. No. 
Seq. ID 



39728 

LIB3109-001-Q1-K1-F1 



6192 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4027897 

155 

7.0e-ll 

54 

57 

(AF049353) 



alpha-expansin precursor [Nicotiana tabacum] 



39729 

LIB3109-001-Q1-K1-G2 

BLASTX 

g2665890 

265 

3.0e-23 

87 

63 

(AF035944) calcium- dependent protein kinase [Fragaria x 
ananas sa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
JBLAST score 
1 E value 
Match length 
% identity 
NCBI Description 



39730 

LIB3109-001-Q1-K1-G6 

BLASTX 

g3461836 

133 

2.0e-ll 

79 

49 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927841 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



39731 

LIB3109-001-Q1-K1-G7 

BLASTX 

g3641837 

246 

4.0e-21 

86 
56 

(AL023094) Nonclathrin coat protein gamma - like protein 
[Arabidopsis thaliana] 



39732 

LSB3109-002-Q1-K1-D11 

BLASTN 

g3982595 

69 

2.0e-30 

253 

82 

Glycine max cationic peroxidase 2 (Prx2) 



mRNA, complete cds 



3 9733 

LIB3109-002-Q1-K1-E11 

BLASTN 

g340933 

46 



6193 



E value 
Match length 
% identity 
NCBI Description 




1.0e-16 

62 

94 

Zea mays 10-kDa zein 




gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq» ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39734 

LIB3109-002-Q1-K1-F1 

BLASTX 

gl762148 

270 

5.0e-24 

77 

68 

(U48695) glutamate dehydrogenase [Solanum lycopersicum] 
39735 

LIB3109-002-Q1-K1-F11 

BLASTX 

g939779 

318 

2.0e-29 

116 

59 

(L46397) MADS box protein [Zea mays] 



39736 

LIB3109-002-Q1-K1-F12 

BLASTN 

g3982595 

319 

1.0e-179 

391 

95 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



39737 

LIB3109-002-Q1-K1-G10 

BLASTX 

g2961385 

160 

7.0e-ll 

70 

49 

(AL022141) putative protein [Arabidopsis thaliana] 
39738 

LIB3109-002-Q1-K2-E1 

BLASTX 

gl362086 

273 

4.0e-24 

93 

59 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 



6194 



S-methyl trans f erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X834 99) methionine synthase 
[Catharanthus roseus] 





Seq. No. 


39739 




Seq. ID 


LIB3109-002-Q1-K2-F6 






RT.A9TX 
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Seq. No. 


39740 
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E value 


i • ue~iDo 


fin 
"7~ : 


Match length 








.70 




NCBI Description 


Glycine max cationic peroxidase 2 




Seq. No. 


39741 




Seq. ID 


LIB3109-002-Q1-K3-D9 




Method 


BLASTX 




NCBI GI 


gl34145 




BLAST score 


177 




E value 


1.0e-16 




Match length 


99 




% identity 


52 




NCBI Description 


STEM 28 KD GLYCOPROTEIN PRECURSOR 



(Prx2) mRNA, complete cds 



PROTEIN A) >gi_99886__pir S08511 28K protein - soybean 

>gi_169898 (M37530) 28 kDa protein [Glycine max] >gi_169975 
(M76981) vegetative storage protein [Glycine max] 

>gi_226867_prf 1609232B 28kD glycoprotein [Glycine max] 

>gi_444325_prf 1906374A vegetative storage protein 

[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39742 

LIB3109-002-Q1-K3-E1 

BLASTX 

gl814403 

197 

4.0e-17 

81 

64 

(U84889) methionine synthase 
crystallinum] 



[ Me s embr yan t hemum 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



39743 

LIB3109-002-Q1-K3-E5 

BLASTX 

g2706450 

194 



6195 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



5.0e-15 

67 

64 

(AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 



39744 

LIB3109-003-Q1-K1-A11 

BLASTN 

gl87444 

400 

0.0e+00 

424 

99 

Human pseudo-chlordecone reductase mRNA, 



complete cds 



39745 

LIB3109-003-Q1-K1-B2 

BLASTN 

gl2134 

51 

5.0e-20 

87 

90 

Pisum sativum chloroplast psaAl and psaA2 genes for P700 
chlorophyll a-apoproteins (84 and 82 kD polypeptides) 

39746 

LIB3109-003-Q1-K1-C3 

BLASTX 

gl709804 

239 

4.0e-20 

128 
43 

26S PROTEASE REGULATORY SUBUNIT S10B (P44) (CONSERVED 
ATPASE DOMAIN PROTEIN 44) >gi_1045497 (U36395) conserved 
ATPase domain protein 44 [Spermophilus tridecemlineatus] 
>gi_2213932 {AF006305) 26S proteasome regulatory subunit 
[Homo sapiens] 



39747 

LIB3109-005-Q1-K1-A2 

BLASTN 

g3982595 

133 

1.0e-68 

333 

85 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



39748 

LIB3109-005-Q1-K1-A4 

BLASTN 

gl778371 

96 

1.0e-46 



6196 



Match length 

% identity 

NCBI Description 



# 

332 
83 

Glycine max asparagine synthetase 1 
cds 



(AS1) mRNA, complete 
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metallothionein-like protein [Glycine max] 


beq. ino. 
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NCBI Description 


Glycine max lipoxygenase (vlxC) mRNA, complete cds 


oeq. NO. 


■3Q7C') 

/ DZ 


Qr^rr T Pi 

oeq. xjj 


IjIdjiU!? UUj J\l LO 


Method 
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NCBI Description 


(U64436) ribosomal protein S8 [Zea mays] 


Seq. No. 


39753 


Seq. ID 


LIB3109-005-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3776581 


BLAST -.score 


340 


E value 


6.0e-32 


Match length 


89 


% identity 


74 



NCBI Description (AC005388) Similar to Beta integral membrane protein 

homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana] 



6197 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39754 

LIB3109-005-Q1-K1-H12 

BLASTX 

g3386596 

231 

2.0e-19 

78 
56 

(AC004665) unknown protein [Arabidopsis thaliana] 
>gi_3702346 (AC005397) unknown protein [Arabidopsis 
thaliana] 



Qp/-r Kir, 


39755 


Seq. ID 


LIB3109-005-Q1-K1-H2 


Method 


BLASTX 


NPRT (IT 


ciAAO 677 R 


£3j_t/io i score 


101 


III value 


o . ue ii 


T\A ]?\ j s~\ >"i /t -f— ri 

rdatcn lengtn 




% identity 


"3 A 


NCBI Description 


(AuUUboooj unknown protein [AraiDictopsis trial 






Seq. ID 


LIB3109-006-Q1-K1-A12 


Method 


BLASTX 


KIPT3 T P T 
JN^Bl *al 


gi 0 1 / / fi 


r5j_Lt\b i score 




E value 


o . ue— zd 


L v ia.L.cn lengLn 




% identity 


£9 


jnudx Description 


(Z72152) AMP - binding protein [Brassica napus 




^97 S7 


Seq. ID 


LIB3109-006-Q1-K1-B2 


Method 


BLASTX 


"MP15T PT 
JNUol ol 


«o o /i 9707 


Dij/ioi score 


1 yi c 


E value 


o . ue— U y 


Mat ch length 


4 U 


% identity 


68 


NCBI Description 


(AC002341) hypothetical protein [Arabidopsis 


Seq. No. 


39758 


Seq. ID 


LIB3109-006-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g4204793 


BLAST score 


368 


E value 


2.0e-35 


Match length 


117 


% identity 


32 


NCBI Description 


(U5207 9) P-glycoprotein [Solanum tuberosum] 


Seq. No. 


39759 


Seq. ID 


LIB3109-006-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


312 



6198 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-175 

356 
97 

Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 
39760 

LIB3109-006-Q1-K1-F10 

BLASTN 

gl66379 

37 

1.0e-ll 

79 

94 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 

39761 

LIB3109-006-Q1-K1-F9 

BLASTX 

g3341697 

378 

2.0e-36 

118 

66 

(AC003672) hypothetical protein [Arabidopsis thaliana] 
39762 

LIB3109-007-Q1-K1-A10 

BLASTN 

g35271 

205 

1.0e-112 

256 

95 

Human mRNA for endothelial plasminogen activator inhibitor 
(PAD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39763 

LIB3109-007-Q1-K1-A9 

BLASTN 

g2780413 

323 

0.0e+00 

335 

99 

Homo sapiens mRNA for brain acyl-CoA hydrolase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39764 

LIB3109-007-Q1-K1-C12 

BLASTN 

gl944124 

166 

1.0e-88 

170 

99 

Homo sapiens mRNA for Qipl, complete cds 



6199 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



>gi_4504 900_ref_NM_002268.1_KPNA4_ Homo sapiens karyopherin 
alpha 4 {import in alpha 3) { KPNA4 ) mRNA 

39765 

LIB3109-007-Q1-K1-D11 

BLASTN 

gl296606 

176 

2.0e-94 

299 

90 

H. sapiens mRNS for clathrin-associated protein 
39766 

LIB3109-007-Q1-K1-E11 

BLASTN 

g2280483 

351 

0.0e+00 

359 

99 

Human mRNA for KIAA0372 gene, complete cds 
39767 

LIB3109-007-Q1-K1-E12 

BLASTN 

g34391 

182 

5.0e-98 

286 

92 

Human mRNA for LLRep3 >gi_4506718_ref_NM_ 
Homo sapiens ribosomal protein S2 (RPS2) 



002952.1_RPS2_ 
mRNA 



39768 

LIB3109-007-Q1-K1-F10 

BLASTN 

g33853 

103 

8.0e-51 

111 

98 

Human mRNA for transcription factor ILF 
39769 

LIB3109-007-Q1-K1-F6 

BLASTN 

g3982595 

319 

1.0e-179 

391 
95 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



39770 

LIB3109-007-Q1-K1-F9 
BLASTN 



6200 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g401844 
306 

1.0e-172 

312 

99 

Homo sapiens ribosomal protein L18a mRNA, complete cds 
39771 

LIB3109-007-Q1-K1-G10 

BLASTN 

g4309945 

206 

1.0e-112 

214 
99 

Homo sapiens chromosome 17, clone hRPK . 6 9 2_E_1 8 , complete 
sequence [Homo sapiens] 

39772 

LIB3109-007-Q1-K1-G11 

BLASTN 

gl87109 

237 

1.0e-131 

260 

98 

Human 14 kd lectin mRNA, complete cds. 

>gi_4504980_ref_NM_002305.1_LGALSl_ Homo sapiens lectin, 
galactoside-binding, soluble, 1 (galectin 1) (LGALS1) mRNA 
>gi_589939_gb_I07803 Sequence 5 from Patent EP 



Seq. No. 


39773 


Seq. ID 


LIB3109-007-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl653966 


BLAST score 


148 


E value 


1.0e-09 


Match length 


55 


% identity 


56 


NCBI Description 


(D90917) 47 kD protein [Synechocystis sp.] 


Seq. No. 


39774 


Seq. ID 


LIB3109-007-Q1-K1-H9 


Method 


BLASTN 


NCBI GI 


g777400 


BLAST score 


85 


E value 


5.0e-40 


Match length 


160 


% identity 


100 


NCBI Description 


Human clone mcagll chromosome 1 CAG repeat 


Seq. No. 


39775 


Seq. ID 


LIB3109-009-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4415917 


BLAST score 


278 


E value 


7.0e-25 



6201 



II 



Match length 


101 


% identitv 


54 




(7\CC)0£'2Q'? ) ni i *h ^ +" H t-\ rot" » i n rnrrha i n i nrr 71 rin f 1 n rror H Atria n n 




[Arabidopsis thaliana] 


Sea No 


39776 


Seq. ID 


LIB3109-009-O1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3047082 


BLAST score 


433 


E value 


2.0e-45 


Match lenath 


117 


& ident t t* v 


75 




u j & -LiiLixciir x.o vigiia. j_a.cij_aca pcctinacetyiesLeiase 




nrapn T<?ri"r / f^R • YQ 4 ft ^ rSrahi HnriQi 0 fhal i anal 


Spa No 


39777 


Seq. ID 


LIB3109-009-O1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl743354 


BLAST score 


291 


E value 


2 Oe-26 


Match lencrth 


108 


& "i df^irf - 1 1~ v 




liV/JJX iJ vO L>J LU l„± 


fYDQft7^^ a 1 Hoh^Ho HahTrHrrirrDna a 0 ^ T\T7\ Hj. \ rM-l pnf nana f oKa rinm 1 

;iujo / o| dJ.Lifc3iiyu.c ueiiyuiuy cxicio c ^iNi-iUT^ [iNiLutiaua LaXjacuiUJ 




?Q77ft 


Sea ID 


T.TR^I 0Q-00Q-O1 -Kl -Fft 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


356 


F. 1 i ] 

J— < VUJ.UC 






?7Q 




QQ 


NCBI Descriotion 


(Z ] VP l HP rn 3 v fpti nm' r nprovi H^qp 9 f Prv91 mRMZX rrnnnl p^d r-Hq 


O ~ ^-J • IN \J . 


-5Q77Q 

J J I / _7 


'Seq. ID 


LIB3109-00Q-O1 -Kl -HS 


Method 


BLASTX 


NCBI GI 


g2736186 


BLAST score 


277 


E value 


9 . Oe-25 


Match length 


67 




0 1 




\t\£ U^L t ±Xj£,0 ) ydlouLUoc A.J_Ilciibt3 l.x^ZrciIJlQ.OpSJ_S TZIla.±ianaj 


lw> C \^ . i» u • 


^Q7ft n 


Sea TD 




Method 


BLASTN 


NCBI GI 


g!694899 


BLAST score 


122 


E value 


4 . Oe-62 


Match length 


240 


% identity 


94 


NCBI Description 


P. sativum mRNA for Copl protein 


Seq. No. 


39781 



6202 



II • 



Seq. ID 


LIB3109-010-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2947059 


BLAST score 


172 


E value 


2.0e-12 


Match length 


110 


% identity 


45 


NCBI Description 


vnuuu^j^i; oj.iuj.xcij. myjj lx alio j_uj_uij.ng protein [Arajoiciops 




thaliana] 


Seq. No. 


39782 


Seq. ID 


LIB3109-010-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4559330 


BLAST score 


216 


E value 


1.0e-17 


Match length 


84 


% identity 


50 


NCBI Description 


(AC007087) Unknown OrofPl n rAr^hi HnriQ-i <3 fhal -i anal 


Seq. No. 


39783 


Seq. ID 


LIB3109-010-O1-K1-H? 


Method 


BLASTX 


NCBI GI 


g2252868 


BLAST score 


286 


E value 


1. 0e-25 


Match length 


88 


% identity 


67 


NCBI Description 


(AF013294) NO dpfirtltinn 1 inp -FniinH r7\raKi rtAnoi e fVial 4 anra 
\ " v ■*- *~ ~ / ^ / L * w uci. xiij. l±uu _t_ _L lit; 1UUUU [nl dDlUOpSlo tXlallaria 


Seq. No. 


39784 


Seq. ID 


LIB3109-010-O1-K1-H4 


Method 


BLASTN 


NCBI GI 


g4204762 


BLAST score 


288 


E value 


1. 0e-161 


Match length 


386 


% identity 


98 


NCBI Description 


GlVCine HiaX D^rOXl fi^<5fi f^FPHI \ mPMZi narf -1 al r*Act 


Seq. No. 


39785 


Seq. ID 


LIB3109-011-O1-K1 -Afi 

jjxi/jiy ^ W X. J. yi L\±. XT.O 


Method 


BLASTX 


NCBI GI 


g2529670 


BLAST score 


146 


E value 


3.0e-09 


Match length 


59 


% identity 


58 


NCBI Description 


lA^uu^joaj xxoosoiiiax protexn Liio—iiKe LA.raDid.ops is 




thalianal 


Seq. No* 


39786 


Seq. ID 


LIB3109-011-Q1-K1-B12 


Method 


BLASTN 


NCBI GI 


g4204764 


BLAST score 


33 


E value 


2.0e-09 



6203 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
85 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



Glycine max peroxidase (sEPb2) mRNA, partial cds 
39787 

LIB3109-011-Q1-K1-C11 

BLASTN 

g310575 

154 

3.0e-81 

294 

90 

Glycine max nodulin-26 mRNA, complete cds 
39788 

LIB3109-011-Q1-K1-G5 

BLASTN 

g3378649 

133 

1.0e-68 

341 
85 

M.sativa mRNA translated from abscisic activated gene 
39789 

LIB3109-011-Q1-K1-G7 

BLASTX 

gl34145 

142 

4.0e-09 

65 

51 

STEM 28 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 

PROTEIN A) >gi_99886j?ir S08511 28K protein - soybean 

>gi_169898 (M37530) 28 kDa protein [Glycine max] >gi_169975 

(M76981) vegetative storage protein [Glycine max] 

>gi_226867_prf 1609232B 28kD glycoprotein [Glycine max] 

>gi_444325_prf 1906374A vegetative storage protein 

[Glycine max] 

39790 

LIB3109-011-Q1-K1-H6 

BLASTN 

gl69974 

354 

0.0e+00 

414 

96 

Glycine max vspA gene, complete cds 
39791 

LIB3109-012-Q1-K1-A1 

BLASTX 

g541943 

150 

2.0e-12 
70 



6204 



CI 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 

39792 

LIB3109-012-Q1-K1-A4 

BLASTX 

g3831456 

420 

2.0e-41 

134 

60 

(AC005700) putative ion channel protein [Arabidopsis 
thaliana] 

39793 

LIB3109-012-Q1-K1-B11 

BLASTN 

gl86803 

165 

6.0e-88 

257 

91 

Human tumor antigen (L6) mRNA, complete cds. 
>gi_1825088_gb_I34297_I34297 Sequence 1 from patent US 

39794 

LIB3109-012-Q1-K1-C11 

BLASTN 

g562073 

62 

2.0e-26 

126 

87 

Human ribosomal protein L35 mRNA, complete cds 
39795 

LIB3109-012-Q1-K1-E5 

BLASTX 

g3510253 

181 

2.0e-13 

59 

53 

(AC005310) hypothetical protein [Arabidopsis thaliana] 
39796 

LIB3109-012-Q1-K1-F10 

BLASTN 

g455418 

140 

4.0e-73 ^ 

200 

93 

H. sapiens PR264 gene 



Seq. No. 



39797 



6205 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



LIB3109-012-Q1-K1-F11 

BLASTN 

g36512 

342 

0.0e+00 

342 

100 

H. sapiens RNA for snRNP protein B 
39798 

LIB3109-012-Q1-K1-F3 

BLASTN 

gl69974 

204 

I. Oe-111 
320 

91 

Glycine max vspA gene, complete cds 
39799 

LIB3109-012-Q1-K1-G3 

BLASTX 

g585775 

173 

2.0e-12 

91 

42 

RAB PROTEINS GERAN YLGERANYLT RAN SFE RASE COMPONENT A 1 (RAB 
ESCORT PROTEIN 1) (REP-1) >gi_4767 96_pir_A40686 Rab 
geranylgeranyl transferase component A, Rab escort protein, 
REP - rat >gi_347439 (L13722) RAB geranylgeranyl 
transferase component A [Rattus norvegicus] 

39800 

LIB3109-012-Q1-K1-H11 

BLASTN 

g36145 

283 

1.0e-158 

311 

98 

Human mRNA for ribosomal protein S12 

>gi_4506682_ref_NM_001016.1_RPS12_ Homo sapiens ribosomal 
protein S12 (RPS12) mRNA 

39801 

LIB3109-012-Q1-K1-H9 

BLASTN 

g32336 

72 

1.0e-32 

120 

90 

Human hmgl mRNA for high mobility group protein I 
39802 

LIB3109-013-Q1-K1-A3 



6206 



CI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

gl839188 

279 

2.0e-25 

66 

79 

(U86081) 



root hair defective 3 [Arabidopsis thaliana] 



39803 

LIB3109-013-Q1-K1-C11 

BLASTN 

gl872159 

121 

2.0e-61 

233 
88 

Z.mays plastid mRNA for ORF170 
39804 

LIB3109-013-Q1-K1-G1 

BLASTX 

g4539330 

359 

2.0e-34 

106 

65 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

39805 

LIB3109-013-Q1-K1-G9 

BLASTX 

g3452497 

290 

2.0e-26 

84 

73 

(Y17796) ketol-acid reductoisomerase [Pisum sativum] 
39806 

LIB3109-014-Q1-K1-D1 

BLASTN 

g310575 

230 

1.0e-126 

391 
92 

Glycine max nodulin-26 mRNA, complete cds 
39807 

LIB3109-014-Q1-K1-D6 

BLASTX 

g4539369 

190 

2.0e-14 

93 

43 



6207 



II 



NCBI Description (AL049525) putative protein [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



39808 

LIB3109-014-Q1-K1-F5 

BLASTX 

g541943 

167 

1.0e-ll 

61 

51 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 

39809 

LIB3109-014-Q1-K1-H4 

BLASTN 

g21952 

83 

8.0e-39 

215 

85 

T.repens mRNA for cyanogenic beta-glucosidase (linamarase) 
39810 

LIB3109-014-Q1-K1-H8 

BLASTN 

g558628 

49 

1.0e-18 

167 

89 

P. vulgaris mRNA for RNP1 chloroplast RNA binding protein 
39811 

LIB3109-015-Q1-K1-A10 

BLASTX 

g4220527 

212 

4.0e-17 

92 

52 

(AL035356) putative protein [Arabidopsis thaiiana] 
39812 

LIB3109-015-Q1-K1-A8 

BLASTX 

g3540184 

360 

2.0e-34 

116 

29 

(AC004122) Similar to endoxylanases [Arabidopsis thaiiana] 
39813 

LIB3109-015-Q1-K1-C12 

BLASTX 

g4164408 



6208 



. piiAoi score 


484 


E value 


5.0e-49 


Match length 


112 


% identity 


79 


NCBI Description 


(AJ132228) amino acid carri pt fRi pi niK ^rimmi-m-i ci 


Seq. No. 


39814 


Seq. ID 


LIB3109-0M>-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2576255 


jDiiAoi score 


199 


E value 


2.0e-17 


Match length 


85 


% identity 


60 


NCBI Description 


(AJ001729) TH65 protein fArabiHonq-i t-hsHflnal 


Seq. No. 


39815 


Seq. ID 


LIB3109-015-O1-K1-G4 


Method 


BLASTN 


NCBI GI 


g4204764 


BLAST score 


93 


E value 


6.0e-45 


Match length 


173 


% identity 


92 


NCBI Description 


Glycine max peroxidase fsRPh?} mRNA nart-i ai pHc 


Seq. No. 


39816 


Seq. ID 


LIB3109-016-O1-K1 -P1 1 


Method 


BLASTX 


NCBI GI 


g3128209 


BLAST score 


173 


E value 


2.0e-12 


Match length 


113 


% identity 


44 


NCBI Description 


(AC004077) unknown nrntPi n riraKi Hnno-I o fU-,] -; -.^-i 


Seq. No. 


39817 


Seq. ID 


LIB3109-016-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4432844 


BLAbT score 


369 


E value 


2.0e-35 


Match length 


87 


% identity 


76 


NCBI Description 


(AC 00 n/Hl ) lin lfriAWn TTi YT\+~ O T T> 1" 21 Vs'Kn r4fw\ex A /r* 4.U-, 1 J ---,1 

uuMiuwii piuLeiii [iirdDiuopsis tnaiisna j 


Seq. No. 


39818 


Seq. ID 


LIB3109-016-O1-K1-F1 1 


Method 


BLASTX 


NCBI GI 


g2894378 


score 


316 


E value 


2.0e-29 


Match length 


84 


% identity 


69 


NCBI Description 


(Y14573) putative ribophorin I homologue [Hordeum 


Seq. No. 


39819 



6209 



CI 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3109-016-Q1-K1-G12 

BLASTX 

gl24202 

263 

5.0e-23 

83 
65 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 ALPHA SUBUNIT 
(EIF-2-ALPHA) >gi_92416_pir_A26711 translation initiation 

factor eIF-2 alpha chain - rat >gi_108753_pir S184 61 

translation initiation factor eIF-2 alpha chain - bovine 
>gi_325__emb_CAA37728_ (X53689) initiation factor 2 alpha 
[Bos taurus] >gi_204002 (J02646) translational initiation 
factor eIF-2, alpha subunit [Rattus norvegicus] 

39820 

LIB3109-016-Q1-K3-E3 

BLASTX 

g729442 

251 

1.0e-21 

103 

33 

PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR 
>gi__166380 (M80235) glucose-regulated endoplasmic reticular 
protein precursor [Medicago sativa] 

39821 

LIB3109-016-Q1-K3-F5 

BLASTX 

g3183088 

154 

4.0e-10 

74 

49 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 
(LTP) >gi_629658_pir_S47084 lipid transfer like protein - 
cowpea >gi_499034_emb_CAA56113__ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

39822 

LIB3109-017-Q1-K1-A1 

BLASTN 

gl69974 

130 

4.0e-67 

206 

91 

Glycine max vspA gene, complete cds 
39823 

LIB3109-017-Q1-K1-C6 

BLASTX 

g3639089 

142 

9.0e-09 
101 



6210 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



38 

(AF090445) phospholipase Dl [Brassica oleracea] 
>gi_4324969_gb_AAD17208_ (AF113918) phospholipase Dl 
[Brassica oleracea var. capitata] 

39824 

LIB3109-017-Q1-K1-G6 

BLASTX 

g416829 

173 

5.0e-13 

55 
60 

CYTOCHROME C OXIDASE POLYPEPTIDE II PRECURSOR 

>gi_320102__pir S28027 cyto chrome -c oxidase (EC 1.9.3.1) 

chain II precursor - soybean (fragment) 
>gi_18570_emb_CAA78032_ (Z11980) cytochrome oxidase 
subunit 2 [Glycine max] 



39825 

LIB3109-017-Q1-K2-H5 

BLASTN 

g3982595 

115 

5.0e-58 

178 

91 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



39826 

LIB3109-018-Q1-K1-B1 

BLASTX 

g2702281 

276 

2.0e-24 

96 

33 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 

39827 

LIB3109-018-Q1-K1-B10 

BLASTN 

gll50683 

38 

3.0e-12 

103 

90 

V.radiata atpB, rbcL and trnK genes 
39828 

LIB3109-018-Q1-K1-B11 

BLASTN 

g3176695 

34 

5.0e-10 
54 



6211 



% identity 

NCBI Description 



91 



Arabidopsis thaliana chromosome I BAC F14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 



Sea No 


39829 


Sea TD 


T.TM1 09-01 8-01 -PT1 -PI 


Ms^T" hriH 


CLurlO ± A 


NCBI GI 


Q3510538 




1 7S 
x / o 


Hi v cia. Lie 




M^tph lpna*f"h 

1 iCl L. ^11 1CUU Lll 




% identity 


44 


NCBI Description 


(U931671 exDansin rPfimii^ armpni arsl 


Seq. No. 


39830 


Spa TP) 


T.TR^I flQ-fll ft-m — VC1 -PI n 

JjIDjIU^ UlO ^JX I\l UXU 




IDlxnO i A. 


KFPRT (7T 

1NO.DX oi 


gxxzoxuo 




llri 


Hi valUc 


4 • ue~u y 


Match length 


in 




^i 

O X 




vu^z*ioo; similar to o. cerevisiae longevity assurance 




pxvjLciii x \ or ■ c jo / uo / L^aenornaDui t 1 s eiegansj 


Seq. No. 


39831 


oeq. xu 


iiXnoiu y — uio- yx— i\x — iiiO 


ixie Lnou 


DT Zi C^TM 

dXiAo JLJN 




gX4uzo 




jo 


E value 


/. . ue— zi 


lxiatcn lengtn 


lUo 


o J-U.cxi l x ty 


ft 7 




WtjjciLciiaua iuiu.ocnona.riai gene xor protein involved 




t^y t(j(_iix uiue c Diuyciiesis 


Seq. No. 


39832 


Seq. ID 


LIB3109-018-Q1-K1-E7 




O T 7V Q rnv 
DJUilD 1 A 


INV^DX bi 


gxx / iy / y 


dJjAoi score 


Jo / 


value 


o . ue — jz 


Match length 


t n a 
1U4 


% identity 


X / 


in^ox ucotription 


DPlT VZintT'NTVT ZXT 1 !! 1 — HTMHTMP "DD/^T 1 !? TVT C /DAT V/Al "DTMPiTTiTr* r>"D/^\rm 

rUklHUiLvi IXiiilri-DUNJJXJNb- JrKUliljXN 0 (irULl [A) blNUlNb PRUI. 




oj ^gi xdo/od ^rai? / oo / ) poiy ^Hj "Dinaing protein 




[Arabidopsis thaliana] 


Seq. No. 


39833 


Seq. ID 


LIB3109-018-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3128209 


BLAST score 


182 


E value 


2.0e-22 


Match length 


95 


% identity 


65 



5) 



6212 



CI 

NCBI Description (AC004077) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39834 

LIB3109-018-Q1-K1-H2 

BLAST N 

g2738999 

189 

1.0e-102 

321 

90 

Glycine max cytochrome P450 monooxygenase CYP71D10p 
(CYP71D10) mRNA, complete cds 

39835 

LIB3109-019-Q1-K1-A1 

BLASTX 

g4191789 

533 

1.0e-54 

142 

79 

(AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 

39836 

LIB3109-019-Q1-K1-B9 

BLASTN 

g3982595 

80 

3.0e-37 

118 

96 

Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 
39837 

LIB3109-019-Q1-K1-C5 

BLASTN 

gl70089 

62 

3.0e-26 

239 

85 

G.max vegetative storage protien mRNA (VSP27) , complete cds 
39838 

LIB3109-019-Q1-K1-H7 

BLASTX 

g416829 

113 

6.0e-09 

105 
36 

CYTOCHROME C OXIDASE POLYPEPTIDE II PRECURSOR 

>gi_320102_pir S28027 cytochrome-c oxidase (EC 1.9.3.1) 

chain II precursor - soybean (fragment) 
>gi_18570_emb_CAA78032__ (Z11980) cytochrome oxidase 
subunit 2 [Glycine max] 



6213 



CI" • 



Seq. No. 


39839 


Seq. ID 


LIB3109-020-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4455787 


BLAST score 


161 


E value 


5 . Oe-11 


Match length 


97 


% identity 


34 


NCBI Description 


vnuujooou; puLdLive unh. polymerase accessory protein 




L OOilJ. ^L?oclL*L*Ilol70i[iyceS pOULDej 


Seq. No. 


39840 


Seq. ID 


LIB3109-020-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4056506 


BLAST score 


186 


E value 


6 . Oe-14 


Match length 


131 


% identity 


34 




{t\L,uuovy<>) noauiin-iiice protein [Arabidopsis thaliana] 


Sea No 




Seq. ID 


LIB3109-f)?n-O1 -K1 -RQ 


Method 


BLASTX 


NCBI GI 


g2505870 


BLAST score 




E valup 

J— » V -L. L*J, 


-7 • Uc X o 


Match 7 pnrr+"h 




% idpnt 1 1" v 

v ii l j. y 






{iLzzzf) nypotnetical protein [Arabidopsis thaliana] 


Sea. No 


O .70 ft 


Seq. ID 


LIB3109-020-O1-K1 -n? 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


374 


E value 




Match 1 pnirhh 




% identity 


99 




Glycine max cationic peroxidase 2 (Prx2) mRNA, complete 


Seq. No. 




Seq. ID 


LIB3109-020-O1 -K1 -nQ 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


o 


E value 




Match lenath 

tiu 1— \>11 -J. Wll *J l_ 1 1 




% iden t if v 




NCBI Descrintinn 


Glycine max cationic peroxidase 2 (Prx2) mRNA, complete 


Seq. No. 


39844 


Seq. ID 


LIB3109-020-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl40474 


BLAST score 


168 



6214 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-12 

70 

44 

HYPOTHETICAL 69.2 KD PROTEIN IN HSP30-PMP1 INTERGENIC 
REGION >gi_83212_pir_S19434 probable transport protein 
YCR023c - yeast (Saccharomyces cerevisiae) 
>giJL907167_emb_CAA42315_ (X59720) YCR023c, len:611 
[Saccharomyces cerevisiae] 

39845 

LIB3109-020-Q1-K1-E7 

BLASTX 

g2072986 

207 

1.0e-29 

89 

75 

(U95142) putative G-protein-coupled receptor [Arabidopsis 
thaliana] >gi__2072988 (U95143) putative G-protein-coupled 
receptor [Arabidopsis thaliana] 

39846 

LIB3109-020-Q1-K1-F9 

BLASTN 

g2815245 

86 

1.0e-40 

242 
84 

C.arietinum mRNA for class 
CanMT-2) 



I type 2 metallothionein (clone: 



Seq. No* 


39847 


Seq. ID 


LIB3109-020-Q1-K1-G11 


Method 


BLASTN 


NCBI GI 


g4204762 


BLAST score 


155 


E value 


1.0e-81 


Match length 


229 


% identity 


95 


NCBI Description 


Glycine max peroxidase (; 


Seq. No. 


39848 


Seq, ID 


LIB3109-021-Q1-K1-A3 


Method 


BLASTN 


NCBI GI 


gl70089 


BLAST score 


317 


E value 


1.0e-178 


Match length 


353 


% identity 


98 


NCBI Description 


G.max vegetative storage 


Seq. No. 


39849 


Seq. ID 


LIB3109-021-Q1-K1-C10 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


139 



(sEPbl) mRNA, partial cds 



mRNA (VSP27), complete cds 



6215 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-72 

195 

93 

Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 
39850 

LIB3109-021-Q1-K1-D10 

BLASTX 

gl946265 

158 

9.0e-18 

85 

58 

(Y11414) myb [Oryza sativa] 
39851 

LIB3109-021-Q1-K1-F2 

BLASTX 

g3877368 

140 

1.0e-08 

63 

48 

(Z68227) cDNA EST EMBL:T01259 comes from this gene; cDNA 
EST EMBL:D71316 comes from this gene; cDNA EST EMBL:D73984 
comes from this gene; cDNA EST EMBL:C07316 comes from this 
gene; cDNA EST EMBL:C08642 comes from this gene; cDN 

39852 

LIB3109-021-Q1-K1-G7 

BLASTX 

g4164408 

166 

1.0e-ll 

72 

53 

(AJ132228) amino acid carrier [Ricinus communis] 
39853 

LIB3109-021-Q1-K2-B5 

BLASTX 

g3559805 

172 

1.0e-12 

63 

56 

(AJ006787) 
thaliana] 



putative phytochelatin synthetase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



39854 

LIB3109-021-Q1-K2-C6 

BLASTN 

g3982595 

296 

1.0e-166 

402 

93 



6216 



II 



NCBI Description Glycine max cat ionic peroxidase 2 (Prx2) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39855 

LIB3109-021-Q1-K2-C9 

BLASTN 

g3982595 

267 

1.0e-148 

391 

92 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



39856 

LIB3109-021-Q1-K3-A9 

BLASTX 

g3096949 

260 

8.0e-23 

98 

54 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 


39857 


Seq. ID 


LIB3109-021-Q1-K3-C9 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


246 


E value 


1.0e-136 


Match length 


306 


% identity 


95 


NCBI Description 


Glycine max cationic peroxidas 


Seq. No. 


39858 


Seq. ID 


LIB3109-021-Q1-K3-F11 


Method 


BLASTX 


NCBI GI 


gl!8490 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


66 


% identity 


48 


NCBI Description 


BE TAINE -ALDEHYDE DEHYDROGENASE 




>gi_99517_pir_S19135 betaine-< 




1.2.1.8) precursor - beet >gi 




betaine aldehyd dehydrogenase 


Seq. No. 


39859 



(BADH) 



(X58463) 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3109-022-Q1-K1-B12 

BLASTX 

g3236241 

335 

2.0e-31 

76 
79 

(AC004684) 
thaliana] 



putative zinc finger protein [Arabidopsis 



6217 



Seq. No. '* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39860 

LIB3109-022-Q1-K1-B5 

BLASTN 

g3982595 

282 

1.0e-157 

404 
92 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39861 

LIB3109-022-Q1-K1-B7 

BLASTX 

gl827635 

144 

2.0e-09 

76 

43 

Chain A, Kidney Bean Purple Acid Phosphatase 
>gi_1827636_pdb_lKBP__B Chain B, Kidney Bean Purple Acid 
Phosphatase >gi_1827637_pdb_lKBP_C Chain C, Kidney Bean 
Purple Acid Phosphatase >gi_1827638jpdb_lKBP_D Chain D, 
Kidney Bean Purple Acid Phosphatase >gi_1942856_pdb_3KBP_A 
Chain A, Kidney Bean Purple Acid Phosphatase 
>giJL942857j?db_3KBP_B Chain B, Kidney Bean Purple Acid 
Phosphatase >gi_1942858_pdb_3KBP_C Chain C, Kidney Bean 
Purple Acid Phosphatase >gi_1942859_pdb_3KBP_D Chain D, 
Kidney Bean Purple Acid Phosphatase >gi_1942864_j>db_4KBP_A 
Chain A, Kidney Bean Purple Acid Phosphatase 
>gi_1942865_pdb_4KBP_B Chain B, Kidney Bean Purple Acid 
Phosphatase >gi_1942866jpdb_4KBP_C Chain C, Kidney Bean 
Purple Acid Phosphatase >gi_1942867_pdb_4KBP_D Chain D, 
Kidney Bean Purple Acid Phosphatase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39862 

LIB3109-022-Q1-K1-D4 

BLASTX 

g3832528 

161 

1.0e-ll 

65 

55 

(AF100167) unknown [Glycine max] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39863 

LIB3109-022-Q1-K1-F3 

BLASTN 

gl70041 

138 

1.0e-71 

285 

93 

Glycine max cv Prize protein kinase mRNA 



Seq. No. 
Seq. ID 



39864 

LIB3109-022-Q1-K1-G1 



6218 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl708236 

173 

2.0e-12 

99 

41 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthas 

(EC 4.1.3.5) - Arabidopsis thaliana 

>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548__prf 2204245A hydroxy methyl glutaryl CoA 

synthase [Arabidopsis thaliana] 

39865 

LIB3109-022-Q1-K1-H1 

BLASTN 

gl66379 

46 

9.0e-17 

94 
87 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 

39866 

LIB3109-022-Q1-K1-H4 

BLASTX 

g541943 

283 

3.0e-25 

72 

69 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 

39867 

LIB3109-022-Q1-K1-H6 

BLASTX 

g2459420 

605 

5.0e-63 

117 

99 

(AC002332 
thaliana] 



) putative ribosomal protein L17 [Arabidopsis 



39868 

LIB3109-022-Q1-K1-H7 

BLASTX 

g629669 

227 

1.0e-18 

118 

39 

hypothetical protein 



tomato 



6219 



CI 



Seq. No. 


39869 


Seq. ID 


LIB3109-027-Q1-K1-C9 


Method 


BLASTN 




gjytfzoyo 


BLAST score 


273 


E value 


1.0e-152 


Match length 


313 


% identity 


97 


NCBI Description 


Glycine max cationir DPrnYida<?p 9 ( Prv9 \ ttidmtx nAm^i^4- rt 


Seq. No. 


39870 


Seq. ID 


LIB3109-027-Q1-K1-D7 


Method 


BLASTX 




g^4 UZ / £Z 


BLAST score 


454 


E value 


1.0e-45 


Match length 


101 


% identity 


83 


NCBI Description 


^wiiuij v^rur\ leidtea protein [AraJDi clops is tnaliana] 


Seq. No. 


39871 


Seq. ID 


LIB3109-027-Q1-K1-E8 


Method 


BLASTN 




gl69974 


BLAST score 


148 


E value 


9.0e-78 


Match length 


220 


% identity 


92 


NCBI Description 


Glvcine max v^nA apnp nron-ril o-f-e* ^>/-3 <-» 


Seq. No. 


39872 


Seq. ID 


LIB3109-027-Q1-K1-F3 


Method 


BLASTN 




g547507 


BLAST score 


117 


E value 


4.0e-59 


Match length 


137 


% identity 


97 


NCBI Description 


G . ItiaX TTlRN A for rrl n*h am n no cTmf Ko^^nn 

• j.t».<_A^i. iLLi\i.iix-i. j_v_/4. y xLtL-ctiitiiic oynuneuase 


Seq. No. 


39873 


Seq. ID 


LIB3109-028-Q1-K1-B7 


Method 


BLASTX 


KIPPT PT 


g4468979 


BLAST score 


264 


E value 


4.0e-23 


Match length 


65 


% identity 


75 


NCBI Description 


^wjjuuj/ ^uuai.ive proLein i. an luopsis tnaliana] 


Seq. No. 


39874 


Seq. ID 


LIB3109-028-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3687654 


BLAST score 


179 


E value 


1.0e-13 



6220 



CI • 

Match length 66 
% identity 52 

NCBI Description (AF047975) putative ethylene receptor; ETR2 [Arabidopsis 
thaliana] 

Seq. No. 39875 

Seq. ID LIB3109-028-Q1-K1-C8 

Method BLASTX 

NCBI GI gl778378 

BLAST score 197 

E value 5.0e-17 

Match length 84 

% identity 56 

NCBI Description (U81289) NAPlPs [Pisum sativum] 
Seq. No. 39876 

Seq. ID LIB3109-028-Q1-K1-E10 

Method BLASTX 

NCBI GI g3914472 

BLAST score 253 

E value 9.0e-22 

Match length 62 

% identity 79 

NCBI Description PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_322764_pir S32021 -photos ys tern II 10K protein - common 

tobacco >gi_22669_emb_CAA4 9693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 

Seq. No. 39877 

Seq. ID LIB3109-028-Q1-K1-E9 

Method BLASTN 

NCBI GI g4063535 

BLAST score 78 

E value 9.0e-36 

Match length 121 

% identity 91 

NCBI Description Capparis spinosa ATP synthase beta subunit (atpB) gene, 

chloroplast gene encoding chloroplast protein, partial cds 

Seq. No. 39878 

Seq. ID LIB3109-028-Q1-K1-G9 

Method BLASTX 

NCBI GI g2961378 

BLAST score 219 

E value 5.0e-18 

Match length 97 

% identity 28 

NCBI Description (AL022141) putative protein [Arabidopsis thaliana] 

Seq. No. 39879 

Seq. ID LIB3109-028-Q1-K1-H1 

Method BLASTX 

NCBI GI g4185507 

BLAST score 310 

E value 2.0e-28 

Match length 121 

% identity 53 
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NCBI Description (AF100163) EZA1 [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39880 

LIB3109-028-Q1-K1-H2 

BLASTX 

g462138 

177 

2.0e-13 

63 

62 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_169091 (L07500) glyceraldehyde-3-phosphate 
dehydrogenase [Pisum sativum] >gi_134 5567_emb_CAA51675_ 
(X73150) glyceraldehyde 3-phosphate dehydrogenase ~~ 
(phosphorylating) [Pisum sativum] 

39881 

LIB3109-029-Q1-K1-F3 

BLASTN 

g3982595 

35 

3.0e-10 

75 

87 

Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 
39882 

LIB3109-030-Q1-K1-A9 

BLASTX 

g2342683 

201 

5.0e-16 

87 
53 

(AC000106) Contains similarity to Bos beta-mannosidase 
(gb_U46067). [Arabidopsis thaliana] 

39883 

LIB3109-030-Q1-K1-B9 

BLASTX 

g3982596 

178 

1.0e-13 

63 

67 

(AF039027) cationic peroxidase 2 [Glycine max] 
39884 

LIB3109-030-Q1-K1-C11 

BLASTX 

gl616659 

205 

1.0e-16 

58 

69 

(U49387) adenylosuccinate synthetase [Triticum aestivum] 
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II 



Seq. No. 


39885 


Seq. ID 


LIB3109-030-Q1-K1-H11 


Method 


BLASTN 


NCBI GI 


g4204764 


BLAST score 


38 


E value 


2. Oe-12 


Match length 


70 


% identity 


89 


NCBI Description 


Glycine max peroxidase (s 


Seq. No. 


39886 


Seq. ID 


LIB3109-031-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl352345 


BLAST score 


213 


E value 


3.0e-17 


Match length 


109 


% identity 


47 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA 



mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



>gi_18765_emb_CAA40182_ (X56856) eEF-la [Glycine max] 
39887 

LIB3109-031-Q1-K1-A7 

BLASTN 

gl6508 

98 

7.0e-48 

214 

86 

A.thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 

39888 

LIB3109-031-Q1-K1-A8 

BLASTX 

g541943 

161 

6.0e-ll 

37 

76 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 

39889 

LIB3109-031-Q1-K1-B1 

BLASTX 

g3688162 

267 

2.0e-23 

77 

42 

(AJ009672) centrin [Arabidopsis thaliana] 
39890 

LIB3109-031-Q1-K1-C12 
BLASTN 
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II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl70053 
191 

1.0e-103 

231 
96 

Soybean ribosomal protein Sll mRNA, 3' 



end 



39891 

LIB3109-031-Q1-K1-C2 

BLASTX 

g2462925 

444 

3.0e-44 

140 

63 

(AJ000053) GTP cyclohydrolase II / 

3, 4-dihydroxy-2-butanone-4-phoshate synthase [Arabidopsis 
thaliana] 

39892 

LIB3109-031-Q1-K1-F1 

BLASTN 

g2979540 

57 

3.0e-23 

161 

84 

Arabidopsis thaliana chromosome II BAC F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


39893 


Seq. ID 


LIB3109-031-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3451068 


BLAST score 


336 


E value 


2.0e-31 


Match length 


97 


% identity 


69 


NCBI Description 


(AL031326) putative 


Seq. No. 


39894 


Seq. ID 


LIB3109-031-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4038043 


BLAST score 


171 


E value 


4.0e-12 


Match length 


110 


% identity 


32 


NCBI Description 


(AC005936) putative 




thaliana] 


Seq. No. 


39895 


Seq. ID 


LIB3109-031-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


51 


E value 


7.0e-20 



putative DNA-binding protein [Arabidopsis 



6224 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 

87 
90 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 

39896 

LIB3109-032-Q1-K1-B12 

BLASTX 

g2217970 

143 

3.0e-09 

81 

14 

(Z97074) p40 [Homo sapiens] 
39897 

LIB3109-032-Q1-K1-E10 

BLASTN 

g!70050 

98 

1.0e-47 

138 

95 

Soybean pyruvate kinase mRNA, complete cds 
39898 

LIB3109-032-Q1-K1-H6 

BLASTX 

g3914002 

146 

8.0e-10 

50 

62 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_293527 9 
(AF033862) Lon protease [Arabidopsis thaliana] 



Seq. No. 


39899 


Seq. ID 


LIB3109-033-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4490756 


BLAST score 


211 


E value 


1.0e-30 


Match length 


118 


% identity 


60 


NCBI Description 


(AL035708) hypothetical prot 


Seq. No. 


39900 


Seq. ID 


LIB3109-033-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl326161 


BLAST score 


203 


E value 


7.0e-16 


Match length 


59 


% identity 


78 


NCBI Description 


(U54703) dehydrin [Phaseolus 


Seq. No. 


39901 



6225 



CI 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3109-033-Q1-K1-B1 

BLASTX 

gll74448 

164 

2.0e-ll 

82 
48 

TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR- ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 

39902 

LIB3109-033-Q1-K1-B4 

BLASTX 

g927577 

212 

4.0e-23 

121 

65 

(U12927) alpha-galactosidase [Phaseolus vulgaris] 
39903 

LIB3109-033-Q1-K1-C6 

BLASTX 

g3599491 

253 

3.0e-24 

110 

57 

(AF085149) putative aminotransferase [Capsicum chinense] 
39904 

LIB3109-033-Q1-K1-D6 

BLASTX 

g3511285 

327 

1.0e-34 

128 

59 

(AF081534) 
tremula] 



cellulose synthase [Populus alba x Populus 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39905 

LIB3109-033-Q1-K1-D8 

BLASTX 

g3377797 

143 

2.0e-09 

53 

60 

(AF075597) Similar to 60S ribosome protein LI 9; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 
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CI 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

-E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39906 

LIB3109-033-Q1-K1-E4 

BLASTX 

g3024019 

305 

2.0e-37 

121 

66 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_2225879_dbj_BAA20876_ (AB004823) eukaryotic initiation 
factor 5A2 [Solanum tuberosum] >gi_2225887_dbj_BAA20880_ 
(AB004827) eukaryotic initiation factor 5A1 [Solanum 
tuberosum] 

39907 

LIB3109-033-Q1-K1-F6 

BLASTX 

g3152587 

261 

1.0e-23 

119 

53 

(AC002986) Similar to CREB-binding protein homolog 
gb_U88570 from D. melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb_W43427 comes from this gene. [Arabidopsis thaliana] 



39908 
LIB3109 
BLASTN 
g244441 
56 

1.0e-22 

144 

85 

Glycine 
cds 



-033-Q1-K1-G11 
9 



max ribosome-associated protein p40 mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39909 

LIB3109-033-Q1-K1-G9 

BLASTN 

g4204764 

46 

8.0e-17 

219 

77 

Glycine max peroxidase (sEPb2) mRNA, partial cds 
39910 

LIB3109-033-Q1-K1-H7 

BLASTX 

g4262228 

240 

2.0e-25 

118 

63 

(AC006200) putative receptor protein kinase [Arabidopsis 
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II 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



39911 

LIB3109-034-Q1-K1-A8 

BLASTX 

g4558664 

252 

1.0e-21 

128 
10 

(AC007063) hypothetical protein 



[Arabidopsis thaliana] 



39912 

LIB3109-034-Q1-K1-C4 

BLASTX 

g2792244 

223 

3.0e-18 

108 
44 

(AF032700) NBS-LRR type resistance protein [Oryza sativa] 
39913 

LIB3109-034-Q1-K1-D2 
BLASTX 



NCBI GI 


gl351033 


BLAST score 


154 


E value 


2.0e-10 


Match length 


73 


% identity 


47 


NCBI Description 


STEM 31 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 




PROTEIN VSP25) >gi_170088 (M20037) vegetative storage 




protein [Glycine max] 


Seq. No. 


39914 


Seq. ID 


LIB3109-035-Q1-K2-B7 


Method 


BLASTX 


NCBI GI 


g4512702 


BLAST score 


201 


E value 


1.0e-15 


Match length 


101 


% identity 


49 


NCBI Description 


(AC006569) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


39915 


Seq. ID 


LIB3109-035-Q1-K2-E6 


Method 


BLASTX 


NCBI GI 


gll4734 


BLAST score 


207 


E value 


2.0e-16 


Match length 


64 


% identity 


67 


NCBI Description 


AUXIN-INDUCED PROTEIN AUX28 >gi 81759 pir A28993 aux28 



protein - soybean >gi_169921 (J03919) auxin-regulated 
protein (Aux28) [Glycine max] 



Seq. No. 



39916 
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o 





T.TR^I HQ-fRR-m -wi-ri 


Mp1~hor3 


RT.A9TN 


NCBI GI 


a886099 


BLAST score 


256 


E value 


1.0e-142 


ruduoii xenyuii 




o ILlCllLl L.y 




rj^oj. ucocripLion 


Glycine max putative water channel protein ( 




comp_LeL.e cas 


OSq. JNO • 


,3 _? _7 X / 


Qprr Tn 


T,TR*31 HQ-D^-HI —Tfil— 

LilDjlllj UjJ ^X r_*i LjV 


Mpt IidH 


XJX-LriO X A 


NCBI GI 


g2459926 


BLAST score 


139 


Hj V Cll LLC 


*± • Uc X O 


TwT a Vi 1 ornT"l"K 
iudUOll XeilyLIl 


117 
XX / 


9- "l/HoT'i"r~"i"r"T7 


ft *t 


INL,.DX ucouiiption 


^Hruuoiy/j annexin {..Liavarera rnuringiacaj 


oeq. JNO . 




O • X Lf 


xjxjdoxu-? uoo yx i\y r iz 




XJXxr_._j X IN 


NCBI GI 


g456713 


BLAST score 


326 


E V&lUL© 


n Hoxnn 


ixiaL.cn _Lenyt.fi 


4 lo 


^ xaenuixy 


JU 


LN^xjX JJco UX XLJ L.1UI1 


Glycine max gene for ubiguitin, complete cds 


oeq. jno. 




oeq. xjj 


j-iiJDjxuy— u Jo - yi t\4 —biz 


_ 1C Li IvJv-l 


RT ac™ 


NCBI GI 


g!69980 


BLAST score 


137 


U 1 lino 


c; Ho — 71 


net l ^-i i ±ciiy til 


97 


t> Kj.eriLiL._Y 


0 O 


Vi\*r±J±. UCDLlipLXUil 


ouyjjcaii iicaL bnotjc protein ^omnspzo A) gene^ 


oeq. in o • 




Corr TH 
Ofciq. JLU 




Mp1~ hnd 


RT.A9TY 

DLtriO 1A 


NCBI GI 


gl32944 


BLAST score 


501 


E value 


5.0e-51 


Match length 


109 


% identity 


85 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 81658 pir JQ07 



mRNA, , 



protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

Seq. No. 39921 

Seq. ID LIB3109-035-Q1-K5-G12 

Method BLASTN 

NCBI GI g4457218 

BLAST score 101 
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CI 



E value 1.0e-4 9 

Match length 205 
% identity 87 

NCBI Description Capsicum chinense acyl carrier protein (Acll) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39922 

LIB3109-035-Q1-K6-B8 

BLASTN 

g459961 

202 

1.0e-110 

278 

93 

Glycine max proplastid omega- 
cds 



6 desaturase mRNA, complete 



Seq. No. 


39923 


Seq. ID 


LIB3109-035-Q1-K6-C11 


Method 


BLASTX 


NCBI GI 


gl806146 


BLAST score 


200 


E value 


8.0e-16 


Match length 


88 


% identity 


53 


NCBI Description 


(X97317) cdc2MsF [Medicago sativa] 


Seq. No. 


39924 


Seq. ID 


LIB3109-036-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3123349 


BLAST score 


216 


E value 


l.Ge-17 


Match length 


81 


% identity 


53 


NCBI Description 


(AJ005788) hypothetical protein [Cicer ari< 


Seq. No. 


39925 


Seq. ID 


LIB3109-036-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl36057 


BLAST score 


379 


E value 


2.0e-36 


Match length 


103 


% identity 


70 


NCBI Description 


TRIOSEPHOS PHATE ISOMERASE, CYTOSOLIC (TIM) 



>gi_994 99__pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



39926 

LIB3109-036-Q1-K1-B2 

BLASTX 

g2828293 

184 

1.0e-13 
67 



6230 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

(AL021687) putative protein [Arabidopsis thaliana] 
39927 

LIB3109-036-Q1-K1-E9 

BLASTX 

gl710530 

285 

2.0e-27 

107 

61 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



jc^. IN U * 


■5QQOQ 


Can- t n 


lilnoluy-Uob— yi-Ki— Fo 


J. its uiiUv-l 


HT ZiQTV 
■DJjfiO 1 A 


NLdI KjL 




dIiAd i score 


/.II 


E value 


i . Ue-z4 




Ijl 


% identity 


43 


NCBI Description 


(AC004705) hypothetical protein [Arabidopsis thaliana] 


oeq. JNO. 


jyyz y 


oeq. lu 


LIB3109-036-Q1-K1-H12 




DT AOTH 

rJJ_t/lo±iN 




giiybo yb 


BiiAbi score 


/y 


E value 


z . ue~oo 






% identity 


91 


NCBI Description 


Glycine max acidic ribosomal protein P0 mRNA, complete cds 


Seq. No. 


39930 


Seq. ID 


LIB3109-037-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2827528 


BLAST score 


153 


E value 


5.0e-10 


Match length 


48 


% identity 


60 


NCBI Description 


(AL021633) predicted protein [Arabidopsis thaliana] 


Seq. No. 


39931 


Seq. ID 


LIB3109-037-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl709454 


BLAST score 


331 


E value 


6.0e-31 


Match length 


82 


% identity 


82 


NCBI Description 


PYRUVATE DEHYDROGENASE El COMPONENT, BETA SUBUNIT PRECURSOR 



(PDHE1-B) >gi__1336097 (U56697) pyruvate dehydrogenase 
Elbeta [Pisum sativum] 



6231 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39932 

LIB3109-037-Q1-K1-B8 

BLASTX 

g416650 

376 

3.0e-36 

109 

63 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN-INDUCED PROTEIN 

PGNT35/PCNT111) >gi_100304j?ir S16268 auxin-induced 

protein (clone pGNT35) - common tobacco 
>gi_19797_emb_CAA39706_ (X56265) auxin-induced protein 
[Nicotiana tabacum] >gi_19801_emb_CAA39710_ (X56269) 
auxin-induced protein [Nicotiana tabacum] 

39933 

LIB3109-037-Q1-K1-D12 

BLASTX 

g2244904 

154 

2.0e-10 

70 

53 

(Z97339) similar to hypothetical protein C02F5.7 - Caenorha 
[Arabidopsis thaliana] 

39934 

LIB3109-037-Q1-K1-E8 

BLASTX 

g3482924 

209 

1.0e-16 

89 

49 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi_1143445 [Arabidopsis thaliana] 

39935 

LIB3109-037-Q1-K1-H11 

BLASTX 

g2275199 

164 

7.0e-12 

66 

52 

(AC002337) hypothetical protein [Arabidopsis thaliana] 
39936 

LIB3109-037-Q1-K1-H2 

BLASTN 

g3309268 

42 

3.0e-14 

178 

81 

Glycine max ferric leghemoglobin reductase-2 precursor 



6232 



mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39937 

LIB3109-038-Q1-K1-A4 

BLASTX 

gl35406 

343 

1.0e-32 

74 

89 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768__pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi__166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39938 

LIB3109-038-Q1-K1-D4 

BLASTN 

gl70091 

179 

2.0e-96 

226 
96 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39939 

LIB3109-038-Q1-K1-F10 

BLASTX 

g4510375 

232 

1.0e-19 

79 
59 

(AC007017) 
thaliana] 



putative homeotic protein BEL1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39940 

LIB3109-038-Q1-K1-F6 

BLASTN 

g984307 

36 

3.0e-ll 

135 
87 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



39941 

LIB3109-038-Q1-K1-F8 

BLASTN 

gl69974 

192 

1.0e-104 



6233 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

392 
87 

Glycine max vspA gene, complete cds 
39942 

LIB3109-038-Q1-K1-H5 

BLASTX 

g559713 

178 

3.0e-13 

95 

42 

(D38552) The hal539 protein is related to cyclophilin. 
[Homo sapiens] 

39943 

LIB3109-041-Q1-K1-A2 

BLASTX 

gl711615 

114 

2.0e-12 

98 

49 

HIGH AFFINITY SULPHATE TRANSPORTER 1 

>gi_1085847_pir S51763 high affinity sulphate transporter 

- Stylosanthes hamata >gi__607184_emb_CAA57710_ (X82255) 
high affinity sulphate transporter [Stylosanthes hamata] 



Seq. No. 


39944 


Seq. ID 


LIB3109-041-Q1-K1-A4 


Method 


BLASTN 


NCBI GI 


g3021374 


BLAST score 


52 


E value 


1.0e-20 


Match length 


98 


% identity 


88 


NCBI Description 


Glycine max mRNA 5 >for profil 


Seq. No. 


39945 


Seq. ID 


LIB3109-041-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g951449 


BLAST score 


429 


E value 


2.0e-42 


Match length 


128 


% identity 


61 


NCBI Description 


(L46681) aspartic protease 




esculentum] 


Seq. No. 


39946 


Seq. ID 


LIB3109-041-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl076512 


BLAST score 


151 


E value 


4.0e-10 


Match length 


50 


% identity 


62 



PROl 



[Lycopersicon 



6234 



NCBI Description 



II 



ferredoxin — nitrite reductase {EC 1.7.7.1) precursor 
kidney bean >gi_500753 (U10419) nitrite reductase 
[Phaseolus vulgaris] 



Seq. No. 


39947 


Seq. ID 


LIB3109-041-O1-K1-C5 


Method 


BLASTN 


NCBI GI 


al906001 


BLAST score 


123 


E value 


1 Oe-62 


Match length 


325 


% identity 


93 


NCBI Description 


Glvcine max nitritp rpHnpf cron pi prnnnl afo nHo 


Seq. No. 


39948 


Seq. ID 


LIB3109-041-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


a421954 

y ^ -A. -/ -J T 


BLAST score 


1 67 


E value 


8 . Oe-12 


Match 1 p*nni~h 


si 


?; "i Hpnt" i 


J X 


NCBI Descriotion 


nypu Lxie Liodi proLem o — porar.o rransposon istl 




>ai 21433 emb CAA3661S (XS?*3fl71 riRP rcinlannm fnhomQnml 
^3-"- ^ lt u-'_^ii£i J u u J. j ^AJt JO / ^ vIM J L OKJ-LdL XI LULL LUDSi OS LULL J 


Seq. No. 


39949 


Seq. ID 


LIB3109-042-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2833220 


BLAST score 


119 


E value 


2.0e-10 


Match length 


63 


% identity 


49 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



HYPOTHETICAL 35.7 KD PROTEIN IN DNL4-SLG1 INTERGENIC REGION 

>gi_2132030_pir S61990 hypothetical protein YOR006c - 

yeast (Saccharomyces cerevisiae) >gi_1151002 (U43491) 
hypothetical protein UND313 [Saccharomyces cerevisiae] 
>gi_1420098_emb_CAA99194_ (Z74914) ORF YOR006c 
[Saccharomyces cerevisiae] 

39950 

LIB3109-042-Q1-K1-B7 

BLASTX 

g3309583 

545 

4.0e-56 

121 
87 

(AF073830) f ructose-6-phosphate 

2-kinase/fructose-2, 6-bisphosphatase [Solanum tuberosum] 
39951 

LIB3109-042-Q1-K1-C5 

BLASTX 

g4220474 

177 

5.0e-13 



6235 



II 



Match length 

% identity 

NCBI Description 



92 
51 



(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 


39952 


Seq. ID 


LIB3109-Q42-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3094014 


BLAST score 


164 


E value 


9.0e-12 


Match length 


54 


% identity 


57 


NCBI Description 


(AF060862) unknown [Homo 


Seq, No. 


39953 


Seq. ID 


LIB3109-043-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2244996 


BLAST score 


147 


E value 


2.0e-09 


Match length 


40 


% identity 


60 


NCBI Description 


(Z97341) similarity to a 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein [Arabidopsis thaliana] 



39954 

LIB3109-043-Q1-K1-B12 

BLASTN 

g2815245 

32 

1.0e-08 

32 
100 

C.arietinum mRNA for class I 
CanMT-2 ) 



type 2 metallothionein (clone: 



39955 

LIB3109-043-Q1-K1-B3 

BLASTX 

g3510252 

142 

6.0e-09 

53 

51 

(AC005310) 
thaliana] 



putative RNA-binding protein [Arabidopsis 



39956 

LIB3109-043-Q1-K1-E3 

BLASTX 

g4322940 

226 

4.0e-24 

133 
33 

{AF096299} DNA-binding protein 2 [Nicotiana tabacum] 



6236 



Seq. No. 


39957 


Seq. ID 


LIB3109-043-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


155 


E value 


2.0e-10 


Match length 


56 


% identity 


54 


NCBI Description 


(Z9733S1 cjfil p-pi i nm— Hi nrll nrr nrnf n r Qrah-i r\r\-r\ a i c f hal i anal 


Seq. No. 


39958 


Seq. ID 


LIB3109-044-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2341028 


BLAST score 


194 


E value 


1.0e-20 


Match length 


95 


% identity 


63 


NCBI Description 


(AC0001041 Strona «?imi 1 arH t" v 1~n 609 rihAQnmal i^r*<^-ho-i n T 1 7 




(qb X01694) . EST ab AA042332 comes from this aene 




rArabi dnn^ n s i*ha1 i anal 


Seq. No. 


39959 


Seq. ID 


LIB3109-045-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2232254 


BLAST score 


354 


E value 


9. Oe-34 


Match length 


106 


% identity 


62 


NCBI Description 


/ j uxu yts±j.ow~ enzyme nomo±.og l ua tnarant nus roseusj 


Seq. No. 


39960 


Seq. ID 


LIB3109-045-Q1-K1-A7 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


102 


E value 


2.0e-50 


Match length 


163 


% identity 


94 


NCBI Description 


«j-Y^-i-iie iuci2t udLionic peroxiaase z ^Jrrxzj mKiNA/ complete cds 


Seq. No. 


39961 


Seq. ID 


LIB3109-045-O1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2342477 


BLAST score 


293 


E value 


2.0e-26 


Match length 


106 


% identity 


51 


NCBI Description 


(AB006679) ATP binding protein [Homo sapiens] 


Seq. No. 


39962 


Seq. ID 


LIB3109-045-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3075400 



6237 



CI 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



444 

3.0e-44 

127 

69 

(AC004484) putative thromboxane -A synthase [Arabidopsis 
thaliana] >gi_3413720 (AC004747) putative thromboxin-A 
synthase [Arabidopsis thaliana] 

39963 

LIB3109-045-Q1-K1-F4 

BLASTX 

g4049399 

211 

7.0e-17 

121 
38 

(Y09581) FR02 [Arabidopsis thaliana] 
39964 

LIB3109-045-Q1-K1-G2 

BLASTN 

gl70091 

226 

1.0e-124 

298 
94 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 

39965 

LIB3109-045-Q1-K1-H3 

BLASTX 

g4508069 

316 

3.0e-29 

114 

51 

(AC005882) 12246 [Arabidopsis thaliana] 
39966 

LIB3109-045-Q1-K1-H4 

BLASTX 

gl36057 

278 

5.0e-25 

67 

78 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 
>gi_99499_pir_A32187 (S) -tetrahydroberberine oxidase - 
Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

39967 

LIB3109-04 6-Q1-K1-A1 

BLASTX 

g4544419 

242 



6238 



CI 



E value 


2 . Oe-20 


Match length 


80 


% identity 


60 


NCBI Description 


(AC0069SS} unknown nrnfpin 


Seg. No. 


39968 


Seq. ID 


LIB3109-04 6-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4467147 


BLAST score 


168 


E value 


3 . Oe-14 


Match length 


96 


% identitv 

\j Vm* ii w J- \+ y 


52 


NCBI Description 




Seq. No. 


39969 


Seq. ID 


LIB3109-04 6-O1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2326343 


BLAST score 


292 


E value 


2.0e-26 


Match length 


123 


% identity 


51 


NCBI Description 


(Y11187) G14587-5 [Arabidop 



>gi_2326350_emb_CAA72042_ (Y11155) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 


39970 


Seq. ID 


LIB3109-046-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl871177 


BLAST score 


178 


E value 


3.0e-21 


Match length 


76 


% identity 


76 


NCBI Description 


(U90439) unknown protein [Arabidopsis 


Seq. No. 


39971 


Seq. ID 


LIB3109-046-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl32468 


BLAST score 


236 


E value 


4.0e-20 


Match length 


95 


% identity 


44 


NCBI Description 


PEPTIDE CHAIN RELEASE FACTOR 2 (RF-2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



translation releasing factor RF-2 - Salmonella typhimurium 
>gi_154276 (M38590) peptide chain release factor 2 
[Salmonella typhimurium] 

39972 

LIB3109-04 6-Q1-K1-E10 

BLASTN 

g871507 

49 

2.0e-18 
193 



6239 



% identity 


83 


NCBI Description 


P. sativum mRNA for small GTP-bindina nrotpin (r"!nn^ nfiTPI ^1 


Seq. No. 


39973 


Seq. ID 


LIB3109-046-O1-K1-F3 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


387 


E value 


0 . Oe+00 


Match length 


391 


% identity 


100 


NCBI Description 


Glycine max cationic Deroxidasp 9 (Pr"x9) mRTvTA pnmril p1-p pHq 


Seq. No. 


39974 


Seq. ID 


LIB3109-046-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2230757 


BLAST score 


224 


E value 


1.0e-18 


Match length 


85 


% identity 


56 


NCBI Description 


(Y11969} dnaJ— 1 "i kp nrntPITl r&r^hi Hnnci c f Vial i anal 


Seq. No. 


3997S 

J -f Zt I *J 


Seq. ID 


LIB3109-046-O1 -Kl -H4 


Method 


BLASTX 


NCBI GI 


g2055228 


BLAST score 


242 


E value 


1 Oe-20 


Match length 


81 


% idpnt "i t*v 


62 


NCBI Description 


(AB000129) SRC1 TGlvcine mayl 


Seq. No. 


39976 


Seq. ID 


LIB3109-047-O1 -Kl -Rfi 


Method 


BLASTX 


NCBI GI 


g541943 


BLAST score 


242 


E value 


7,0e-21 


Match length 


70 


% identity 


63 


NCBI Description 


Tnp"|~ 3 1 1 0"t~h 1 OfiPl n — cr mrhoa n ">/T-i 9 00^00 t^-f-F 1 QHfl^l C7\ 
ntcuaj.j.uL.ii±uiicxn ouyjjcdll "^Q-*- ^iODOZ pri 1 o U 0 J 1 OA 




metallothionein— likp nrnf^i n f f^l \rr< -i n» TnavT 


Seq. No. 


39977 


Seq. ID 


LIB3109-047-O1 -K1 -RQ 


Method 


BLASTX 


NCBI GI 


g3170230 


BLAST score 


431 


E value 


1.0e-42 


Match length 


122 


% identity 


69 


NCBI Description 


(AF041848) fructose-6-phosphate 2-kinase 




/fructose-2, 6-bisphosphatase [Spinacia oleracea] 


Seq. No. 


39978 


Seq. ID 


LIB3109-047-Q1-K1-C12 



6240 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2335098 

144 

5.0e-09 

66 

47 

(AC002339) unknown protein [Arabidopsis thaliana] 
39979 

LIB3109-047-Q1-K1-E3 

BLASTX 

g4191791 

207 

4.0e-30 

105 

65 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 

39980 

LIB3109-047-Q1-K1-H10 

BLASTX 

g3719431 

327 

2.0e-30 

124 

53 

(AF093107) delta-endotoxin [Bacillus thuringiensis] 
39981 

LIB3109-048-Q1-K1-B11 

BLASTX 

g3892051 

124 

7.0e-12 

100 

53 

(AC002330) predicted NADH dehydrogenase 24 kD subunit 
[Arabidopsis thaliana] 

39982 

LIB3109-048-Q1-K1-D11 

BLASTX 

g3482977 

166 

1.0e-ll 

87 
41 

(AL031369) putative protein [Arabidopsis thaliana] 
39983 

LIB3109-050-Q1-K1-B5 

BLASTX 

gl498053 

314 

5.0e-29 
98 



6241 



% identity 

NCBI Description 



# 

72 

(U64436) ribosomal protein S8 [Zea mays] 



Seq. No. 


39984 


Seq. ID 


LIB3109-050-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g!354849 


BLAST score 


280 


E value 


6. Oe-25 


Match length 


114 


% identity 


50 


NCBI Description 


(U57350) epoxide hydrolase [Nicotiana tabacum] 


Seq. No. 


39985 


Seq. ID 


LIB3109-050-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2440044 


BLAST score 


290 


E value 


4.0e-26 


Match length 


96 


% identity 


60 


NCBI Description 


(AJ001293) major intrinsic protein PIPB [Craterostigma 




p 1 ant a g ineum ] 


Seq. No. 


39986 


Seq. ID 


LIB3109-052-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl669341 


BLAST score 


373 


E value 


3.0e-36 


Match length 


84 


% identity 


80 


NCBI Description 


(D45066) AOBP (ascorbate oxidase promoter-binding proteii 




[Cucurbit a maxima] 


Seq. No. 


39987 


Seq. ID 


LIB3109-052-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4191785 


BLAST score 


290 


E value 


4.0e-26 


Match length 


87 


% identity 


62 


NCBI Description 


(AC005917) putative hydrolase [Arabidopsis thaliana] 


Seq. No. 


39988 


Seq. ID 


LIB3109-052-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2252840 


BLAST score 


205 


E value 


3.0e-16 


Match length 


91 


% identity 


46 


NCBI Description 


(AF013293) contains regions of similarity to Haemophilus 



influenzae permease (SP:P38767) [Arabidopsis thaliana] 



Seq. No. 39989 

6242 



II 



Seq. ID 


LIB3109-052-O1-K1-D8 




Method 


BLASTN 




NCBI GI 


g3982595 




BLAST score 


156 




E value 


2 Oe-82 




Match length 


240 




% ident i tv 

sJ -L- V*<L llL -L. V 


91 




NCBI Description 




complete 


Seq. No. 


39990 




Seq. ID 


LIB3109-052-O1-K1-F1 2 




Method 


BLASTN 




NCBI GI 


gl69974 




BLAST score 


40 




E value 


1 . Oe-13 




Match length 


96 




% ident i t* v 






NCBI Description 


Glvcine max vsdA aene. rnntnl pfp rrl^ 




Seq. No. 


39991 




Seq. ID 


LIB3109-052-O1-K1-G7 T * 


- 


Method 


BLASTN 




NCBI GI 


g3982595 




BLAST score 


379 




E value 


o np+nn 




Mstr'h 1 Ann"f~l"i 


o -? i 




%l -j Hf=*ri1~ "i i~\7 






NCBI Descrint i nn 


uiyL-iiie luciii u^tiomc peroxidase z t-^^rx^/ m.KNA f 


complete 


Sea Nn 


O C7 .7 




Seq. ID 


LIB31 09-05^-01 -K1 -RS 




Method 


BLASTX 




NCBI GI 


gl514649 




BLAST score 


444 




E value 


3. Oe-44 




Match lenoth 


115 




% identitv 


*± ~> 




NCBI DescriDtion 


^Aoouii/ jju Laboi uiLi cnannei [ooxanuiu T_uDerosumj 




Sea No 


J-7 j J J 




Seq. ID 


LIB3109-053-O1-K1-C1 




Method 


BLASTX 




NCBI GI 


g2618686 




BLAST score 


257 




E value 


2.0e-22 




Match lenath 


110 




% id^n t" 1 1* v 


41 




NCBI Desrrinf i nn 


(AC002510) hypothetical protein [Arabidopsis thaliana] 


Sf^rr No 


39994 




Seq. ID 


LIB3109-053-Q1-K1-C10 




Method 


BLASTX 




NCBI GI 


g4567310 




BLAST score 


179 




E value 


4. Oe-13 




Match length 


91 




% identity 


46 





6243 



II 



NCBI Description (AC005956) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39995 

LIB3109-053-Q1-K1-C12 

BLASTX 

g2288982 

143 

7.0e-09 

72 

43 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
39996 

LIB3109-053-Q1-K1-D12 

BLASTX 

g4388820 

256 

3.0e-22 

54 

83 

(AC006528) putative myb DNA-binding protein [Arabidopsis 
thaliana] 

39997 

LIB3109-053-Q1-K1-G1 

BLASTX 

g3335350 

250 

1.0e-21 

92 

52 

(AC004512) Similar to gb_Z84386 anthranilate 
N-hydroxycinnamoyl/benzoyltransferase from Dianthus 
caryophyllus . [Arabidopsis thaliana] 

39998 

LIB3109-054-Q1-K1-D8 

BLASTX 

gl856971 

186 

4.0e-14 

71 

52 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

39999 

LIB3109-054-Q1-K1-H6 

BLASTX 

g4510342 

166 

1.0e-ll 

96 
46 

(AC006921) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



6244 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40000 

LIB3109-055-Q1-K1-C10 

BLASTX 

g2494034 

151 

3.0e-10 

69 

48 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374772__dbj_BAA09856_ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 



Seq. No. 


40001 




Seq. ID 


LIB3109-055 


-Q1-K1-D4 




DT Z\CrpY 
Dxxfio -LA 




NCRT GT 






Diinu L bOUIc 


10 / 




J— 1 V QxUC 


i np-i n 




-i— l"\ | Ain/Y4*l^ 

ixia.c.cn lengcxi 


1UO 




9- -! /-3 /-> t"> -t- -! 4-\r 
o JLvJlcIlL.xX.y 






LN^Bx Ucbt/IiptlOIl 


[ /ir U / 0 j J 


calcineurm B-like protein 3 




t~ h .a 1 i anal 




Seq. No. 


40002 




Qprr Tn 

uC^i X u 


t tr^t n Q— rm r 


—\)±— rvx sho 




DlxriO 1 IN 




mpdt r*T 

1N\^.DX Ul 


gjy ozo yo 




RT.A^T cenro 






Hj vaj-ue 


1 . ue-lZo 




rJat.cn lenytn 


oxZ 




o xtidxt, j-t,y 






NCRT Dp^rrinf inn 




oauiomc peroxiaase z ^irrxz 


Seq. No. 


40003 




Spa TD 






Method 


BLASTNT 

J— '-LXtiiJ X LN 




NCBI GI 


g3982595 




BLAST score 


392 




E value 


0.0e+00 




Match length 


392 




% identity 


100 




NCBI Description 


Glycine max 


cat ionic peroxidase 2 (Prx2 


Seq. No. 


40004 




Seq. ID 


LIB3109-056- 


-Q1-K1-H10 


Method 


BLASTN 




NCBI GI 


g!69974 




BLAST score 


48 




E value 


3.0e-18 




Match length 


212 




% identity 


81 




NCBI Description 


Glycine max 


vspA gene, complete cds 


Seq. No. 


40005 




Seq. ID 


LIB3109-056- 


-Q1-K1-H7 



6245 



CI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g4538911 

108 

6.0e-12 

63 
65 

(AL049482) hypothetical protein [Arabidopsis thaliana] 
40006 

LIB3109-057-Q1-K1-D7 

BLASTN 

g4204764 

136 

1.0e-70 

264 
88 

Glycine max peroxidase (sEPb2) mRNA, partial cds 
40007 

LIB3109-057-Q1-K1-D8 

BLASTN 

gl70087 

107 

4.0e-53 

251 
86 

G.max vegetative storage protein mRNA ( VSP25 gene) 
40008 

LIB3138-001-Q1-N1-A2 

BLASTN 

g4097879 

163 

1.0e-86 

371 
86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40009 

LIB3138-001-Q1-N1-A9 

BLASTN 

g210811 

50 

3.0e-19 

105 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40010 

LIB3138-001-Q1-N1-B1 

BLASTX 

g3337356 

254 

7.0e-22 
70 
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II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

40011 

LIB3138-001-Q1-N1-B3 

BLASTX 

gl703456 

156 

1.0e-10 

79 
52 

CATION-TRANSPORTING AT PAS E PAT1 >gi_1362215_pir S57726 

PAT1 protein - slime mold (Dictyostelium discoideum) 
>gi_895788_emb_CAA61551_ (X89369) PAT1 protein 
[Dictyostelium discoideum] 

40012 

LIB3138-001-Q1-N1-B6 

BLASTX 

g4455275 

200 

1.0e-15 

107 

43 

(AL035527) putative protein [Arabidopsis thaliana] 
40013 

LIB3138-001-Q1-N1-B8 

BLASTX 

g282921 

185 

6.0e-14 

109 

46 

carbonate dehydratase (EC 4.2.1.1) precursor - garden pea 
>gi_169057 (M63627) carbonic anhydrase [Pisum sativum] 
>gi_227784_prf 1710354A carbonic anhydrase [Pisum sativum] 

40014 

LIB3138-001-Q1-N1-C11 

BLASTX 

g464719 

223 

1.0e-18 

69 

64 

40S RIBOSOMAL PROTEIN RP41 (YS12) (S18A / S18B) 

>gi_626900_pir S41784 ribosomal protein Sll.e, cytosolic - 

yeast (Saccharomyces cerevisiae) >gi_295653 (L15408) 
ribosomal protein S18 [Saccharomyces cerevisiae] >gi_311132 
(L17004) ribosomal protein S18 [Saccharomyces cerevisiae] 
>gi_602085_emb_CAA84 990_ (Z35917) ORF YBR048w 
[Saccharomyces cerevisiae] >gi_642297_emb_CAA87804_ 
(Z47814) Rpsl8ap [Saccharomyces cerevisiae] 
>gi_1216233_emb_CAA65218_ (X95966) 40S ribosomal protein 
[Saccharomyces cerevisiae] >gi 1431458 emb CAA98846 



6247 



II 



(Z74321) ORF YDR025w [Saccharomyces cerevisiae] 



Seq. No. 


40015 


Seq. ID 


LIB3138-001-Q1-N1-C9 


Method 


BLASTN 


NCRT QT 

ViKsLJ X. \J ±. 




Lj±jr\uj x ouui" 


4 1 


V. 1 np 

J— i V CL-L. U.C; 


/ i uc x *± 


Match length 


84 






NPRT HA^rr i nf i nn 


fll "1 \rr* 1 no m3 V rrono -f- /-\ y> i "1 /Tl 1 1 -|- -| Tl /-i nmTi 1 Q+" o 

uXyuiuc lua.A yclltS 1UI UJJXt^UX L J_ll ^ OUIUpicLc 


Seq. No. 


40016 


Seq. ID 


LIB3138-001-O1-N1-E5 


Method 


BLASTX 


NCBI GI 


g3367638 


"RT.AST cirnre* 

XJXXCZ.kJ X OI^UJ.C 


4^? 


K va 1 hp 
u v a _l n v3« 




Ma "h o Vi 1 onnf*h 
net l. on xtsiiy Uil 


Q Q 




o u 


i^^Ol UcoLIipLlOU 


(A JO 00331 ) iuonogalactosyldiacyl glycerol 




LfiiaDiaopsis tnaxxanaj 


Sea No 


40017 


Seq. ID 


LIB3138-001-Q1-N1-E7 


Method 


BLASTX 


NCBI GI 


g399307 


BLAST score 


166 


E value 


4.0e-13 


Match length 


82 


% identity 


56 



NCBI Description 



PRENYL TRANSFERASE >gi_99282_pir A40433 prephytoene 

pyrophosphatase dehydrogenase (crtE) homolog - Cyanophora 
paradoxa >gi_336639 (M37111) prephytoene pyrophosphate 
dehydrogenase [Cyanophora paradoxa] >gi_1016130 (U30821) 
prenyl transferase [Cyanophora paradoxal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40018 

LIB3138-001-Q1-N1-F10 

BLASTN 

g210811 

162 

5.0e-86 

302 
88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40019 

LIB3138-001-Q1-N1-F4 

BLASTN 

gl6508 

70 

3.0e-31 

158 
86 

A.thaliana DNA for S- 



adenosylmethionine synthetase gene 



6248 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sam-1 >gi_166871_gb_M55077_ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 



40020 

LIB3138-002-Q1-N1-A10 

BLASTX 

g3914019 

173 

6.0e-13 

86 

55 

S-ADENOSYLMETHIONINE 
ADENOSYL TRANSFERASE ) 



SYNTHETASE (METHIONINE 
(ADOMET SYNTHETASE) >gi_2305014 
(AF004317) S-adenosyl-L-methionine synthetase homolog 
acuminata] 



[Mus 



40021 

LIB3138-002-Q1-N1-B9 

BLASTX 

gl38364 

365 

5.0e-35 

114 

69 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


40022 


Seq. ID 


LIB3138- 


Method 


BLASTX 


NCBI GI 


g3746838 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


80 


% identity 


20 


NCBI Description 


(AF08338 


Seq. No. 


40023 


Seq. ID 


LIB3138- 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


144 


E value 


1.0e-14 


Match length 


81 


% identity 


62 


NCBI Description 


(U70866) 


Seq. No. 


40024 


Seq. ID 


LIB3138-( 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


60 


E value 


3.0e-25 


Match length 


120 


% identity 


88 



polyprotein [Bean pod mottle virus] 
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CI 



NCBI Description Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40025 

LIB3138-002-Q1-N1-D5 

BLASTX 

g2494266 

407 

6.0e-40 

116 
70 

GTP-BINDING PROTEIN LEPA >gi_1653961_dbj_BAA18 871_ (D90917) 
LepA [Synechocystis sp.] 

40026 

LIB3138-003-Q1-N1-A10 

BLAST N 

g210811 

137 

5.0e-71 

342 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40027 

LIB3138-003-Q1-N1-A3 

BLASTN 

g210811 

229 

1.0e-126 

389 

90 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40028 

LIB3138-003-Q1-N1-A8 

BLASTX 

gl723487 

151 

7.0e-10 

92 

37 

HYPOTHETICAL 97.1 KD PROTEIN C32A11.02C IN CHROMOSOME I 
>gi_1213266_emb_CAA93699_ (Z69796) unknown 
[Schizosaccharomyces pombe] 

40029 

LIB3138-003-Q1-N1-B11 

BLASTX 

g4097880 

352 

1.0e-33 

92 

74 

(U70866) polyprotein [Bean pod mottle virus] 



6250 



Seq. No. 


40030 


Seq. ID 


LIB3138-003-Q1-N1-E10 


Method 


BLASTN 


NCBI GI 


gl419473 


BLAST score 


35 


E value 


4.0e-10 


Match length 


168 


% identity 


88 


NCBI Description 


A.thaliana chloroplast 


Seq. No. 


40031 


Seq. ID 


LIB3138-003-Q1-N1-F11 


Method 


BLASTN 


NCBI GI 


g3832511 


BLAST score 


49 


E value 


2.0e-18 


Match length 


121 


% identity 


85 


NCBI Description 


Astracralus membranaren^ 




synthase mRNA. comnlp^p 


Seq. No. 


40032 


Seq. ID 


LIB3138-003-Q1-N1-F3 


Method 


BLASTX 


NCBI GI 


g461812 


BLAST score 


188 


E value 


4.0e-14 


Match length 


67 


% identity 


57 



cds 



(starch) 



NCBI Description 



CYTOCHROME P450 72 (CYPLXXII) (PROBABLE 

GERANIOL- 1 0-HYDROXYLASE ) (GE10H) >gi_167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40033 

LIB3138-003-Q1-N1-G2 

BLASTX 

gll69201 

233 

2.0e-19 

116 

48 

DNA- DAMAGE - REPAI R/ TOLERAT I ON PROTEIN DRT112 PRECURSOR 

>gi_421830__pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

40034 

LIB3138-003-Q1-N1-G5 

BLASTX 

g3738303 

232 

3.0e-19 

74 

64 

(AC005309) unknown protein [Arabidopsis thaliana] 



6251 



>gi_4249399 (AC006072) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 


40035 




Seq. ID 


LIB3138-003-Q1-N1-G8 




Method 


BLASTX 




NCBI GI 


al350548 




BLAST score* 


166 




E value 


1 . Oe-11 




Match 1 pnrrt"h 


i no 




$; i Hpn t* "i i~ v 

O X UC1 1 U- X u _y 






NCBI Description 


^iii litJdL oiivjujs. xxite pruLcin [irxcea 


glauca] 


Seq. No. 


40036 




Seq. ID 


LIB3138-003-Q1-N1-H12 




Method 


BLASTN 




NCBI GI 


a531828 

>J •«-/ «J X VJ ^> \J 




BLAST score 


CO 




E value 


6. 0e-21 




Match length 


193 




o j_ i ± _u i— y 


O J— 




NCBI Description 


^-•-i-\_mxiiy vtsi^uux popuiLi^ L-uirip j.e Tie cus 




Seq. No. 


40037 




Seq. ID 


LIB3138-003-Q1-N1-H9 




Mpf horf 






NCBT (^T 

L\ \^ U J. \J X 






DLifiO i iDLUIC 


1 Qfl 




j—j V cixuc 






lldu^ll icily LU 






o XUcULlLy 


4 1 




i-il^iJX UCO ^*X XL«? <— J-\JLL 


iHuuuojyoj unKnown protein LAraoiaopsis 


tnalianaj 


Seq. No. 


40038 




Seq. ID 


LIB3138-004-Q1-N1-A12 




Method 






NCBI GI 


y *at *± *t / ^ x 




RLA.9T Qpnrp 
uiuioi o o v_/ j_ c 






E va In? 

J— i V u±U^ 


J i Uc *£ 1? 




Msirh 1 e^T\ rrt" n 


1J.J 




% idenr i 


?4 




NCBI Description 


nhi nni fin [Rac +~ a n n i c? 1 




Seq. No. 


40039 




Seq. ID 


LIB3138-004-Q1-N1-A3 




Method 


BLASTN 




NCBI GI 


g4097879 




BLAST score 


38 




i-t v ax Lie 


3.0e-12 




Match length 


102 




% identity 


85 




NCBI Description 


Bean pod mottle virus complete segment RNA1 polyprot 




gene, complete cds 




Seq. No. 


40040 




Seq. ID 


LIB3138-004-Q1-N1-B10 




Method 


BLASTN 
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II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4097879 
64 

1.0e-27 

112 
89 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40041 

LIB3138-004-Q1-N1-B3 

BLASTX 

g2738248 

170 

5.0e-17 

105 
58 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

40042 

LIB3138-004-Q1-N1-C7 

BLASTX 

g400638 

330 

7.0e-31 

97 

71 

NADH- UBIQUINONE OXIDOREDUCTASE CHAIN 1 
>gi_1334564_emb_CAA38809_ (X55026) NADH-ubiquinone 
oxidoreductase subunit 1 [Podospora anserina] 

40043 

LIB3138-004-Q1-N1-C9 

BLASTX 

g4538939 

194 

2.0e-20 

97 

65 

(AL049483) 
thaliana] 



Col-0 casein kinase I-like protein [Arabidopsis 



40044 

LIB3138-004-Q1-N1-D11 

BLASTX 

g231610 

157 

1.0e-10 

37 
89 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+- transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 



40045 
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II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3138-004-Q1-N1-F8 

BLASTX 

g3688191 

283 

2.0e-25 

69 
71 

(AJ010090) MAP3K alpha protein kinase [Arabidopsis 
thaliana] 

40046 

LIB3138-004-Q1-N1-G2 

BLASTX 

gl764098 

317 

2.0e-29 

112 

52 

(U81794) putative permease [Uromyces fabae] 
40047 

LIB3138-005-Q1-N1-A12 

BLASTX 

g2598039 

193 

9.0e-15 

137 

37 

(AJ001273) manganese resistance 1 protein [Saccharomyces 
cerevisiae] 

40048 

LIB3138-005-Q1-N1-B3 

BLASTX 

g3152598 

155 

2.0e-10 

94 

47 

(AC002986) Contains similarity to C2-HC type zinc finger 
protein C.e-MyTl gb_U67079 from C. elegans and to 
hypersensitivity-related gene 201 isolog T28M21.14 from A. 
thaliana BAC gb_AF002109. [Arabidopsis thaliana] 

40049 

LIB3138-005-Q1-N1-C10 

BLASTN 

g3885514 

60 

5.0e-25 

202 
88 

Medicago sativa clone MS56 unknown mRNA 
40050 

LIB3138-005-Q1-N1-D7 
BLASTN 



6254 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



g4097879 
151 

2.0e-79 

335 
86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 


40051 


Seq. ID 


LIB3138-005-Q1-N1-E4 


Method 


BLAST N 


NCBI GI 


a3552012 

^-j ~J \S £-i \J £~ 


BLAST score 


76 


E value 


2.0e-34 


Match length 


278 


% identity 


84 


NCBI Description 


Glycine max proline-ri 




cds 


Seq. No. 


40052 


Seq. ID 


LIB3138-005-Q1-N1-G8 


Mpfbnri 


RT.A^TN 

-O J-LTlO 1 IN 


NCBI GI 


rr4DQ7fi7 Q 
y *± w ^ / o i _? 


BLAST score 


71 


E value 


1.0e-31 


Match length 


127 


% identity 


89 


NCBI Description 


JJCClll lllkJ L. L. -L " V _I_X. U.O 




fro •pi . ^TYmnl (tIq 


Seq. No. 


40053 


Seq. ID 


LTR^I ^fi-finS-OI -KT1 -R9 


Method 




NCBI GI 


g229707 


BLAST score 


441 


E value 


8.0e-44 


Match length 


97 


% identity 


82 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


40054 


Seq. ID 


LIB3138-005-Q1-N1-H4 


Method 


BLASTX 


NCBI GI 


g3676762 


BLAST score 


259 


E value 


1.0e-22 


Match length 


81 


% identity 


62 



mRNA, complete 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



(AF087136) RS6/L7A ribosomal protein homolog 
[Schizosaccharomyces pombe] 

40055 

LIB3138-006-Q1-N1-A9 

BLASTN 

g3021374 

203 

1.0e-110 



6255 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ft 

279 
93 

Glycine max mRNA for profilin, PR01 
40056 

LIB3138-006-Q1-N1-B11 

BLASTX 

g4097880 

259 

8.0e-23 

87 
61 

(U70866) polyprotein [Bean pod mottle virus] 
40057 

LIB3138-006-Q1-N1-B3 

BLASTX 

gl38364 

257 

2.0e-22 

87 

66 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75'639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40058 

LIB3138-006-Q1-N1-C10 

BLASTN 

g938299 

40 

4.0e-13 

92 

89 

V.ungiculata mRNA for unknown protein (A3 gene) 
40059 

LIB3138-006-Q1-N1-C3 

BLASTN 

g4097879 

168 

1.0e-89 

356 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40060 

LIB3138-006-Q1-N1-D1 

BLASTX 

g2804298 

256 

4.0e-22 

128 

38 

(AB010439) steroid monooxygenase [Rhodococcus rhodochrous] 



6256 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40061 

LIB3138-006-Q1-N1-D2 

BLASTX 

g3269300 

409 

4.0e-40 

92 

76 

(AL030978) putative protein 



[Arabidopsis thaliana] 



40062 

LIB3138-006-Q1-N1-D9 

BLASTX 

g4097880 

276 

7.0e-25 

76 

74 

(U70866) polyprotein [Bean pod mottle virus] 
40063 

LIB3138-006-Q1-N1-E12 

BLASTX 

gl38364 

335 

1.0e-31 

82 

78 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40064 

LIB3138-006-Q1-N1-E4 

BLASTN 

g210811 

127 

5.0e-65 

304 

87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40065 

LIB3138-006-Q1-N1-G12 

BLASTX 

gl23537 

190 

2.0e-14 

95 

45 

12 KD HEAT SHOCK PROTEIN (GLUCOSE AND LIPID-REGULATED 

PROTEIN) >gi_72231_pir HHBY12 heat shock protein 12 - 

yeast (Saccharomyces cerevisiae) >gi_3800_emb_CAA39306_ 
(X55785) hsp!2 [Saccharomyces cerevisiae] >gi_171607 



6257 



CI 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(M60827) 15 kD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi_559934_emb_CAA86349_ 
(Z46255) hspl2, glpl, len: 109, CAI: 0.65, HS12__YEAST 
P22943 12 KD HEAT SHOCK PROTEIN [Saccharomyces cerevisiae] 
>gi_836740_dbj_BAA09224_ (D50617) 12KD heat shock protein 
[Saccharomyces cerevisiae] >gi_1100790_dbj_BAA08003_ 
(D44596) 15kD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi_1742028_dbj_BAA14033 
(D89864) Sc-Hspl2p [Saccharomyces pastorianus] 

40066 

LIB3138-007-Q1-N1-B9 

BLASTN 

g4097879 

88 

6.0e-42 

224 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40067 

LIB3138-007-Q1-N1-E12 

BLASTN 

g4097879 

87 

3.0e-41 

310 
83 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40068 

LIB3138-007-Q1-N1-G1 

BLASTX 

g!38364 

270 

3.0e-24 

67 

76 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40069 

LIB3138-007-Q1-N1-G11 

BLASTN 

g4097879 

112 

4.0e-56 

352 
83 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 



40070 



6258 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-007-Q1-N1-H10 

BLASTN 

g3033512 

105 

3.0e-52 

185 
89 

Phaseolus vulgaris rubisco activase (Real) 
cds 



mRNA, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



40071 

LIB3138-008-Q1-N1-A12 

BLASTX 

g229707 

315 

4.0e-29 

86 
73 



NCBI Description Bean pod mottle virus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40072 

LIB3138-008-Q1-N1-A2 

BLASTN 

g4097879 

84 

2.0e-39 

372 

82 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40073 

LIB3138-008-Q1-N1-B3 

BLASTN 

g210811 

86 

1.0e-40 

262 
84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40074 

LIB3138-008-Q1-N1-B5 

BLASTX 

g586542 

213 

4.0e-17 

92 
47 

GENERAL AMINO ACID PERMEASE AGP2 >gi_626793jpir S46001 

probable amino acid transport protein YBR132c - yeast 
(Saccharomyces cerevisiae) >gi_4 968 63__emb_CAA534 91 
(X75891) YBR1007 [Saccharomyces cerevisiae] ~ 
>gi_536423_emb_CAA85089_ (Z36001) ORF YBR132c 

[ Saccharomyces cerevisiae] >gi_l 58251 9_pr f 2 1 1 8 4 02G 

YBR1007 gene [Saccharomyces cerevisiae] 



6259 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40^075 

LIB3138-008-Q1-N1-B8 

BLASTX 

gl38364 

354 

9.0e-34 

110 

66 

GENOME POLYPROTEIN M {CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >giJ75639jpir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40076 

LIB3138-008-Q1-N1-C1 

BLASTN 

g4097879 

81 

7.0e-38 

129 
91 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40077 

LIB3138-008-Q1-N1-C10 

BLASTX 

g!256839 

475 

8.0e-4 8 

128 

70 

(U53329) Ranl-like protein kinase [Fusarium solani f . 
pisi] 



sp. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40078 

LIB3138-008-Q1-N1-C3 

BLASTX 

g2944178 

191 

9.0e-15 

77 

55 

(AF007778) 
tha liana] 



trehalose-6-phosphate phosphatase [Arabidopsis 



40079 

LIB3138-008-Q1-N1-C6 

BLASTX 

g4204697 

341 

3.0e-32 

88 

69 

(AF117063) putative inositol polyphosphate 5-phosphatase 
At5P2 [Arabidopsis thaliana] 



6260 



Seq. No. 


40080 


Seq. ID 


LIB3138-008-Q1-N1-D7 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


128 


E value 


1.0e-65 


Match length 


242 


% identity 


90 


NCBI Description 


Bean pod mottle virus 




pomnl ptp TtiiHfilp pnTTrnnn 


Seq. No. 


40081 


Seq. ID 


LIB3138-008-Q1-N1-D9 


Method 


BLASTX 


NCBI GI 


g229707 


BLAST score 


461 


E value 


3 . 0e-46 


Match lenath 


113 


% identity 


77 


NCBI Descriotion 


Rpari lnoH TTlO"f~ i~ 1 o tti T"n 

UCCl-1 ^JUU lilKJ L. 1 LC VII UO 


Seq. No. 


40082 


Seq. ID 


LIB3138-008-O1-N1-F7 


Method 


BLASTN 


NCBI GI 


g533295 


BLAST score 


47 


E value 


2.0e-17 


Match length 


107 


% identity 


87 


NCBI Description 


Sugar beet chloroplast 



(M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



nes for Pro-tRNA, Trp-tRNA, 
cytochrome b6/f complex subunit 5, PSII cytochrome b559 
subunit, PSII L protein and PSII component 

40083 

LIB3138-008-Q1-N1-E8 

BLASTX 

g3647355 

237 

5.0e-20 

99 

47 

(Z97348) predicted using hexExon; MAL3P1.12 (PFC0150w), 
Human hypothetical protein KIAA024 9-related protein len: 
1160 aa; Similarity to 2 human and an yeast hypothetical 
gene. Human hypothetical protein KIAA0249 (SW: Y249_HUMA 

40084 

LIB3138-008-Q1-N1-F2 

BLASTX 

g2500493 

326 

2.0e-30 

90 

64 

PUTATIVE 4 OS RIBOSOMAL PROTEIN IN SNF2-CPA1 INTERGENIC 
REGION >gi_2119080_pir S67197 ribosomal protein SlO.e.A 



6261 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



yeast (Saccharomyces cerevisiae) >gi_1420650_emb_CAA99521 
(Z75201) ORF YOR293w [Saccharomyces cerevisiae] 

40085 

LIB3138-008-Q1-N1-F3 

BLASTX 

g4455169 

218 

8-0e-18 

79 
57 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40086 

LIB3138-008-Q1-N1-F4 

BLASTN 

g806807 

130 

6.0e-67 

230 

89 

Pisum sativum chaperonin precursor mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

40087 

LIB3138-008-Q1-N1-F6 

BLASTX 

g282921 

160 

6.0e-ll 

98 
41 

carbonate dehydratase {EC 4.2,1.1) precursor - garden pea 
>gi_169057 (M63627) carbonic anhydrase [Pisum sativum] 
>gi_227784_prf 1710354A carbonic anhydrase [Pisum sativum] 



Seq. No. 


40088 


Seq. ID 


LIB3138-008-Q1-N1-G3 


Method 


BLASTX 


NCBI GI 


g229707 


BLAST score 


194 


E value 


6.0e-15 


Match length 


81 


% identity 


56 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


40089 


Seq. ID 


LIB3138-008-Q1-N1-G4 


Method 


BLASTX 


NCBI GI 


gl488043 


BLAST score 


170 


E value 


7.0e-20 


Match length 


116 


% identity 


53 


NCBI Description 


(U63784) PAPS-reductas 



6262 



CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



40090 

LIB3138-008-Q1-N1-G5 

BLASTX 

g4097880 

388 

1.0e-37 

123 
63 

(U70866) polyprotein [Bean pod mottle virus] 
40091 

LIB3138-008-Q1-N1-H10 

BLASTX 

g2245066 

164 

2.0e-ll 

69 

52 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 
40092 

LIB3138-008-Q1-N1-H12 

BLASTN 

g496493 

149 

3.0e-78 

374 

87 

P. sativum (Rosakrone) mRNA for nonphosphorylating, 
NADP-specific, glyceraldehyde-3-phosphate dehydrogenase 

40093 

LIB3138-009-Q1-N1-A12 

BLASTX 

g4097880 

200 

4.0e-24 

90 

64 

(U7 08 66) polyprotein [Bean pod mottle virus] 
40094 

LIB3138-009-Q1-N1-A5 

BLASTN 

g4097879 

67 

3.0e-29 

196 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40095 

LIB3138-009-Q1-N1-B12 

BLASTX 

g2702274 

240 



6263 



CI 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-20 

69 

67 

(AC003033) unknown protein [Arabidopsis thaliana] 
40096 

LIB3138-009-Q1-N1-B3 

BLASTN 

g210811 

67 

2.0e-29 

180 

91 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40097 

LIB3138-009-Q1-N1-B8 

BLASTN 

g3021374 

55 

3.0e-22 

123 

86 

Glycine max mRNA for profilin, PROl 
40098 

LIB3138-009-Q1-N1-C12 

BLASTX 

g4097880 

537 

4.0e-55 

121 

86 

(U70866) polyprotein [Bean pod mottle virus] 
40099 

LIB3138-009-Q1-N1-D11 

BLASTX 

gl38364 

222 

2.0e-18 

77 

58 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40100 

LIB3138-009-Q1-N1-D7 

BLASTX 

g4097880 

277 

5.0e-46 

124 

78 



6264 



NCBI Description (U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method*' 

NCBI GI 

BLAST score 

E valuer 

Match length 

% identity 

NCBI Description 



40101 

LIB3138-009-Q1-N1-E10 

BLASTX 

g3236238 

182 

5.0e-14 

42 

76 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40102 

LIB3138-009-Q1-N1-F10 

BLASTN 

g313266 

58 

7.0e-24 

82 
93 

T.aestivum gene for phosphoglycerate kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40103 

LIB3138-009-Q1-N1-F6 

BLASTN 

g210811 

163 

l,0e-86 

347 

87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40104 

LIB3138-009-Q1-N1-F8 

BLASTX 

gl00196 

205 

3.0e-16 

84 

52 

chlorophyll a/b-binding protein 



(cab- 11) - tomato 



40105 

LIB3138-009-Q1-N1-F9 

BLASTX 

gl717779 

319 

1.0e-29 

108 

61 

THIOREDOXIN REDUCTASE >gi_757510_dbj_BAA08090_ (D45049) 
Thioredoxin Reductase (NADPH) [Neurospora crassa] 



Seq. No. 



40106 



6265 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



LIB3138-009-Q1-N1-G12 

BLASTN 

g4097879 

130 

7.0e-67 

309 

86 

Bean pod mottle virus complete segment RNAl polyprotein 
gene, complete cds 

40107 

LIB3138-010-Q1-N1-A2 

BLASTX 

gl38364 

568 

1.0e-58 

137 

81 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40108 

LIB3138-010-Q1-N1-A3 

BLASTN 

g210811 

52 

2.0e-20 

107 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40109 

LIB3138-010-Q1-N1-B1 

BLASTX 

g4097880 

230 

3.0e-19 

97 

54 

(U70866) polyprotein [Bean pod mottle virus] 
40110 

LIB3138-010-Q1-N1-D2 

BLASTN 

g210811 

180 

1.0e-96 

336 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40111 

LIB3138-010-Q1-N1-D3 



6266 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl296805 

300 

2.0e-27 

82 

70 

(X90929) 
vulgare] 



C-terminal peptidase of the Dl protein [Hordeum 



Q ^ rr 

oecj • ino • 


AD1 1 9 


beq. 1U 


LIdjIjo Ulu yi L\l 


Lit? UllvU 


RT.A9TX 




y J1--U--X J 


BLAST score 


241 


E value 


2.0e-20 


a /■*« ri I Qnrfh h 
L v icL UL>il J_ciiyL.Il 




X) _L vltil 1 L-L L.y 




iNUxii uescription 


^auuu4U / / ; nypotnetica. 


oeg. no. 




beg. id 


Llnoloo-UlU-yi-INi-bl 




DT AQfpV 








964 


E value 


4.0e-23 


Match length 


109 


% identity 


52 


NCBI Description 


Bean pod mottle virus 


Seg. No. 


40114 


Seq. ID 


LIB3138-010-Q1-N1-G12 


Method 


BLASTX 


NCBI GI 


gl31218 


BLAST score 


141 


E value 


1.0e-08 


Match length 


42 


% identity 


64 


NCBI Description 


PHOTOSYSTEM I REACTION 



>gi_2 92426 9_emb_CAA7 7 4 2 1_ 
tabacum] 



(Z00044) PSI J-protein [Nicotiana 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



40115 

LIB3138-010-Q1-N1-G6 

BLASTN 

g210811 

82 

3.0e-38 

383 

81 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 

40116 

LIB3138-010-Q1-N1-H11 

BLASTX 

gl38364 

371 



complete cds, 



6267 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-35 

125 
64 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40117 

LIB3138-010-Q1-N1-H12 

BLASTX 

g229707 

307 

1.0e-28 

78 
76 

Bean pod mottle virus 
40118 

LIB3138-010-Q1-N1-H3 

BLASTN 

g210811 

121 

1.0e-61 

297 
85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40119 

LIB3138-011-Q1-N1-B6 

BLASTN 

g4097879 

86 

1.0e-40 

206 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40120 

LIB3138-011-Q1-N1-C8 

BLASTX 

g4097880 

260 

1.0e-22 

73 

74 

(U70866) polyprotein [Bean pod mottle virus] 
40121 

LIB3138-011-Q1-N1-D4 

BLASTN 

g4097879 

42 

2.0e-14 

94 
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% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40122 

LIB3138-011-Q1-N1-D6 

BLASTX 

gll72441 

376 

3.0e-36 

113 

75 

POSSIBLE TRANSCRIPTION FACTOR POSF21 >gi_99685__pir S21883 

DNA-binding protein POSF21 - Arabidopsis thaliana 
>gi_16429_emb_CAA43366_ (X61031) posF21 [Arabidopsis 
thaliana] 



JCU i V* \J . 




ijc^ ■ XU 


T TR^I 1 -HI -KT1 -F^ 


L it? L.11VJU 


RT A qrpy 
LJ±jr\0 1 z\ 






rsiiiioi score 


id y 


Hi v a. -L U.G 


q n^— i i 

!7t Uc -L-L 






% identity 


5 


NCBI Description 


(AC004238) Cf-2.1-like protein [Arabidopsis thaliana] 


Seq. No. 


40124 


Seq. ID 


LIB3138-011-Q1-N2-A10 


Method 


BLAST N 


NCBI GI 


g210811 


BLAST score 


52 


E value 


2.0e-20 


Match length 


103 


% identity 


89 


NCBI Description 


Bean pod mottle virus coat protein gene, complete cds 




complete middle component (M) RNA 


Seq. No. 


40125 


Seq. ID 


LIB3138-011-Q1-N2-A7 


Method 


BLASTX 


NCBI GI 


g3874271 


BLAST score 


316 


E value 


1.0e-29 


Match length 


79 


% identity 


72 


NCBI Description 


(Z81467) predicted using Genefinder; Similarity to 



Drosophila UDP-glucose: glycoprotein glucosyltransf erase 
(TR:Q09332) ; cDNA EST yk250bl0.3 comes from this gene; cDNA 
EST yk250bl0.5 comes from this gene [Caenorhabditis 
elegans] >gi_3876437_emb_CAB04207_ (Z81516) predicted using 
Genefinder; Similarity to Drosophila 

UDP-glucose : glycoprotein glucosyltransf erase (TR:Q09332) ; 
cDNA EST yk250bl0.3 comes from this gene; cDNA EST 
yk250bl0.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 



40126 



6269 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3138-011-Q1-N2-F5 

BLASTN 

g4097879 

91 

2.0e-43 

307 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40127 

LIB3138-012-Q1-N1-A2 

BLASTX 

g4097880 

141 

5.0e-09 

84 

40 

(U70866) polyprotein [Bean pod mottle virus] 
40128 

LIB3138-012-Q1-N1-A8 

BLASTN 

g938299 

52 

2.0e-20 

148 

84 

V.ungiculata mRNA for unknown protein (A3 gene) 
40129 

LIB3138-012-Q1-N1-A9 

BLASTX 

g3114719 

229 

6.0e-19 

135 

18 

(Z68906) ATP-binding multidrug cassette transporter 
[Botryotinia fuckeliana] 

40130 

LIB3138-012-Q1-N1-B10 

BLASTN 

g210811 

115 

6.0e-58 

300 

87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40131 

LIB3138-012-Q1-N1-B7 

BLASTN 

g3033512 

104 



6270 



E value 
Match length 
% identity 
NCBI Description 



CI 



2.0e-51 

347 

82 

Phaseolus vulgaris rubisco activase (Real) mRNA, complete 
cds 



Qprr No 


40132 






Mpt hod 


BLASTX 


NPRT (IT 




DLino x o 1. c. 




E value 


4 . Oe-28 


Match length 


118 


% identity 


49 


NCBI Description 


(AC003981) F22O13.20 


Seq. No. 


40133 


Seq. ID 


LIB3138-012-Q1-N1-C5 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


288 


E value 


6.0e-26 


Match length 


116 


% identity 


52 


NCBI Description 


GENOME POLYPROTEIN M 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40134 

LIB3138-012-Q1-N1-C6 

BLASTX 

gl38364 

250 

1.0e-21 

98 

52 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639jpir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



40135 

LIB3138-012-Q1-N1-D11 

BLASTX 

g3367594 

273 

3.0e-24 

91 

57 

(AL031135) putative protein 
40136 

LIB3138-012-Q1-N1-D5 

BLASTX 

gl38364 

162 



[Arabidopsis thaliana] 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



3.0e-ll 

60 
55 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 

40137 

LIB3138-012-Q1-N1-E11 

BLASTN 

g210811 

159 

4.0e-84 

339 
87 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



40138 

LIB3138-012-Q1-N1-H12 

BLASTX 

gl053216 

163 

3.0e-ll 

69 

55 

(U39475) chlorophyll a/b-binding protein [Glycine max] 
40139 

LIB3138-012-Q1-N1-H8 

BLASTN 

g210811 

70 

4.0e-31 

166 

86 

Bean pod mottle virus coat protein gene, complete cds f 
complete middle component (M) RNA 

40140 

LIB3138-013-Q1-N1-A5 

BLASTX 

g4490682 

232 

2.0e-19 

115 

48 

(AJ132376) cdc37 protein [Schizosaccharomyces pombe] 
>gi_4490684_emb_CAB38758.1_ (AJ132377) cdc37 protein 
[Schizosaccharomyces pombe] 

40141 

LIB3138-013-Q1-N1-B1 

BLASTN 

g210811 

100 



6272 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-49 . 

332 

83 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40142 

LIB3138-013-Q1-N1-B11 

BLASTX 

gll5471 

298 

5.0e-27 

121 
57 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA367 92_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40143 

LIB3138-013-Q1-N1-D2 

BLASTN 

g602564 

127 

5.0e-65 

379 

83 

C.paradisi (Macf) INOl gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40144 

LIB3138-013-Q1-N1-D4 

BLASTN 

g537626 

114 

2.0e-57 

262 

86 

Glycine max inducible nitrate reductase 2 
complete cds 



(INR2) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40145 

LIB3138-013-Q1-N1-F1 

BLASTX 

g473874 

207 

2.0e-16 

134 

9 

(U08285) a membrane-associated salt-inducible protein 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



40146 

LIB3138-013-Q1-N1-G3 

BLASTX 

gll23105 

199 

1.0e-15 



6273 



© 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 
44 

(U42438) similar to S. cerevisiae longevity-assurance 
protein 1 (SP:P38703) [Caenorhabditis elegans] 

40147 

LIB3138-013-Q1-N1-G6 

BLASTX 

g4097880 

416 

6.0e-41 

120 

72 

(U70866) polyprotein [Bean pod mottle virus] 
40148 

LIB3138-013-Q1-N1-H10 

BLASTN 

g210811 

128 

7.0e-66 

180 

93 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


40149 


Seq. ID 


LIB3138-014-Q1-N1-A1 


Method 


BLASTX 


NCBI GI 


g4455232 


BLAST score 


178 


E value 


4.0e-13 


Match length 


99 


% identity 


53 


NCBI Description 


(AL035523) putative protein [Arabidop 


Seq. No. 


40150 


Seq. ID 


LIB3138-014-Q1-N1-A12 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


54 


E value 


1.0e-21 


Match length 


194 


% identity 


82 


NCBI Description 


Glycine max ribulose-1, 5-bisphosphate 




subunit mRNA, complete cds 


Seq. No. 


40151 


Seq. ID 


LIB3138-014-Q1-N1-B12 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


95 


E value 


4.0e-46 


Match length 


251 


% identity 


84 



NCBI Description 



Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



6274 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length -~ 

% identity 

NCBI Description 



40152 

LIB3138-014-Q1-N1-B4 

BLASTN 

g4097879 

54 

2.0e-21 

122 
86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40153 

LIB3138-014-Q1-N1-D4 

BLASTX 

gl38364 

212 

3.0e-17 

98 
51 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40154 

LIB3138-014-Q1-N1-F12 

BLASTN 

g2687434 

82 

2.0e-38 

206 

85 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40155 

LIB3138-014-Q1-N1-F2 

BLASTX 

g4049353 

156 

2.0e-10 

68 

57 

(AL034567) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40156 

LIB3138-014-Q1-N1-F5 

BLASTN 

g210811 

110 

5.0e-55 

263 

88 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 
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# • 
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E value 
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BLASTX 
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NCBI Descrintion 


V ^"-i v j j \j j / Jjn.v> in J4VJX1 • u [uiuou^uxxa illc xciiuycio l*gx j 


Seq. No. 


40162 


Seq. ID 


LIB3138-014-Q1-N2-E10 


Method 


BLASTX 


NCBI GI 


g399024 



6276 



fl 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



180 

1.0e-13 

84 

48 

FRUCTOSE-BISPHOSPHATE ALDOLASE 1, CHLOROPLAST PRECURSOR 

>gi_322710_pir S29047 fructose-bisphosphate aldolase (EC 

4.1.2.13) precursor, chloroplast - garden pea (fragment) 
>gi_169037 (M97476) aldolase [Pisum sativum] 



40163 

LIB3138-014-Q1-N2-F1 

BLASTN 

g210811 

150 

8.0e-79 

352 

86 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



40164 

LIB3138-014-Q1-N2-H5 

BLASTX 

g3860272 

263 

2.0e-23 

72 

78 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4314399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

40165 

LIB3138-015-Q1-N1-C8 

BLASTX 

g913445 

260 

1.0e-22 

84 

64 

(S75487) alcohol dehydrogenase ADH=alcohol dehydrogenase 
homolog {EC 1.1.1.1} [Lycopersicon esculentum^tomatoes, cv. 
red cherry, Peptide, 389 aa] [Lycopersicon esculentum] 

40166 

LIB3138-015-Q1-N1-D12 

BLASTX 

g4580513 

393 

3.0e-38 

98 

76 

(AF036300) scarecrow-like 1 [Arabidopsis thaliana] 
40167 

LIB3138-015-Q1-N1-D4 
BLASTN 



6277 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g210811 
160 

1.0e-84 

364 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40168 

LIB3138-015-Q1-N1-E4 

BLASTX 

g4377999 

547 

3.0e-56 

125 

78 

(AF076951) Cu-Zn superoxide dismutase [Glomerella 
cingulata] 

40169 

LIB3138-015-Q1-N1-F4 

BLASTX 

g4538960 

244 

1.0e-26 

122 

47 

(AL049488) potassium uptake transporter-like protein 
[Arabidopsis thaliana] 

40170 

LIB3138-015-Q1-N1-G10 

BLASTX 

g229707 

227 

5.0e-19 

54 

81 



NCBI Description Bean pod mottle virus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



40171 

LIB3138-015-Q1-N1-H1 

BLASTN 

g4406529 

171 

3.0e-91 

374 

86 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast 
encoding chloroplast protein, complete cds 

40172 

LIB3138-015-Q1-N2-D11 

BLASTX 

g3582333 

151 

8.0e-10 



6278 



Match lencrth 


120 


% identitv 


32 


NCBI Description 


(AC005496) hypothetical protein [Arabidopsis thali< 




40173 


Seq. ID 


LIB3138-015-Q1-N2-E5 


Method 


BLASTN 


NCBI GI 


gll63180 


BLAST score 


33 


E value 


2.0e-09 


Match lencrth 


67 


% i dpntitv 


87 


NCBI Description 


Glycine max arginine decarboxylase mRNA, complete ■ 


Sprr No 


40174 


Seq. ID 


LIB3138-015-Q1-N2-E8 


Method 


BLASTX 


NCBI GI 


g2894598 


BLAST score 


236 


E value 


8.0e-20 


Match length 


87 


% identitv 


51 


NCBI Descriotion 


(ALb21889) putative protein [Arabidopsis thaliana] 




40175 


Seq. ID 


LIB3138-015-Q1-N2-E9 


Method 


BLASTX 


NCBI GI 


g4510385 


BLAST score 


211 


F. va hip 


3. 0e-17 


Matr*h 1 pncrth 


83 


& "i dpnt" i f v 


51 


NCBI Description 


(AC007 017) unknown protein [Arabidopsis thaliana] 




40176 


Seq. ID 


LIB3138-015-Q1-N2-H3 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


222 


E value 


7.0e-27 


Match length 


88 


% identity 


72 


NCBI Description 


GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; 



PROTEIN VP23) >gi_75639__pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40177 

LIB3138-015-Q1-N2-H8 

BLASTX 

g3298542 

157 

1.0e-10 

85 

45 

(AC004681) putative cellulose synthase [Arabidopsis 
thaliana] 



6279 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40178 

LIB3138-016-Q1-N1-B11 

BLASTN 

g21002 

42 

2.0e-14 

106 

85 

Bean DNA for glycine-rich cell wall protein GRP 1.8 
40179 

LIB3138-016-Q1-N1-B9 

BLASTX 

gl785622 

404 

2.0e-39 

115 

67 

(Z84202) ORFc [Arabidopsis thaliana] 
40180 

LIB3138-016-Q1-N1-C2 

BLASTN 

g4097879 

132 

4.0e-68 

308 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40181 

LIB3138-016-Q1-N1-C8 

BI^STN 

g4097879 

162 

7.0e-86 

338 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



40182 

LIB3138-016-Q1-N1-E2 

BLASTX 

g4097880 

322 

3.0e-32 

90 

80 

(U70866) polyprotein [Bean pod mottle virus] 
40183 

LIB3138-016-Q1-N1-E5 

BLASTX 

g3281868 



6280 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142 

8.0e-09 

53 

51 

(AL031004) putative protein [Arabidopsis thaliana] 
40184 

LIB3138-016-Q1-N1-F9 

BLASTN 

g4097879 

140 

7.0e-73 

304 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



40185 

LIB3138-017-Q1-N1-A4 

BLASTN 

g210811 

85 

3.0e-40 

193 

86 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



40186 

LIB3138-017-Q1-N1-D2 

BLASTX 

g2911079 

196 

2.0e-15 

65 

57 

(AL021960) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



40187 

LIB3138-017-Q1-N1-E1 

BLASTN 

g210811 

55 

4.0e-22 

239 

85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40188 

LIB3138-017-Q1-N1-E6 

BLASTN 

g4097879 

45 

2.0e-16 

105 

86 



6281 



NCBI Description 



Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40189 

LIB3138-017-Q1-N1-F10 

BLASTN 

g4097879 

181 

3.0e-97 

404 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40190 

LIB3138-017-Q1-N1-G2 

BLASTN 

g210811 

83 

6.0e-39 

222 
84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40191 

LIB3138-017-Q1-N1-H3 

BLASTN 

g4097879 

98 

1.0e-47 

299 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40192 

LIB3138-017-Q1-N1-H4 

BLASTX 

g2459443 

222 

2.0e-18 

63 

68 

(AC002332) putative NAD (P) -dependent cholesterol 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40193 

LIB3138-017-Q1-N1-H8 

BLASTN 

g4097879 

83 

7.0e-39 

211 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



6282 



Seq. No. 


40194 


Seq. ID 


LIB3138-018-Q1-N1-A3 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


279 


E value 


2.0e-35 


Match length 


104 


% identitv 


76 


NCRT He s pt i nt i on 

L^i \^ XJ X. L-/ w w 1 X> X. *X A X 


GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

\JI X^ XTI V/X XX«J X- XJ X X X Vv X XJ X* X 1 ! 14 \ Wli X XX J- LI i^J * V* IX XX \\y X X*J *X XV » X / / %np/x^X X .L 




PROTEIN VP23} >ai 75 639 r>ir GNWXG7 aenome oolvorotein M - 




bean pod mottle virus (strain Kentucky G7) >gi 210812 




(M62738) coat protein [Bean pod mottle virus] 


Seq. No. 


40195 


Seq. ID 


LIB3138-018-Q1-N1-B9 


Method 


BLASTX 


NCBI GI 


al38364 


BLAST score 


135 


E value 


2.0e-ll 


Match length 


90 


% identity 


49 


NCBI Descriotion 


GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

\/L XXJ X X^XbI X X L W X XJ X Li 11 ^ \^\^ Ll X XXX* X ' ►w' • V^V^X^X X X X \ \^ _L J— 1 -X LI ¥ X > f N^X X J- 




PROTEIN VP23) >gi 75639 pir GNWXG7 genome polyprotein - 




bean pod mottle virus {strain Kentucky G7) >gi 210812 




(M627"3fi} pnst nfotpi n THe^n nod tnnttlp viTii*?! 


Sea No 


40196 


Seq. ID 


LIB3138-018-Q1-N1-D11 


Method 


BLASTX 


NCBI GI 


g409547 


BLAST score 


339 


E value 

X>i V (—4 — L* LA *w 


5.0e-32 


M^tr*h 1 print h 

L XCx L» v>» X X x^HU U1I 


112 


% identitv 

U -X. LilN^ll L^ X. L^ V 


53 


NCRT Dp 9pri t^t i on 


fTif)749?l snrrar "hT^Ti^noTt nrntpi n T S^ppha TOTTivpe*^ peirevisiael 

^ XJ Lf r ^1 y LXV^4 CI X, U> X» CX X X O X. ^ k*/ X. x-^ L# Xll 1 L^l C^X u X. WXLL V ^ O V^^^ X- s> V -L. — L. CX n-» J 


Seer. No. 


40197 


Sea ID 


LIB3138-018-O1-N1-E4 


Method 


BLASTX 


NCBI GI 


a2129879 


BLAST score 


238 


E value 


5.0e-20 


Match length 


111 


% identitv 

\s -L. Vjl\y>ll .x t-* y 


50 


NCRT Hp cjpri nt i on 

L >l \^ X-/ ^ L-/ \^ X. X. L^ \~s 1 X 


r*h 1 nmnh vl 1 3 /H— Vii ndi na nyntpi rt time TT DTprnr^nr. 




nhnf n^A/^f-pm T — rr^rHpn dps >rri fiDP^SQ ornh 

^iivj LUoy j i_ cm x y o.i_ ljcci /yx uvj^^>j^ cxlll/ ^>r^ri.j / 1 




Qfi?^ Tvtva TT nVtl nrnnhvl 1 a hi ndi nrr nrnfp'i n "Ftottv 
^aui ju£i / J. ^y^/c: x -L liiiui i_y j l cl / j^j j. ij.'uL-l 1 iy u lcxii xx will 




LUo yo LtJiLL X l^lrXoLUlL oa.LxVUILLJ 


Seq. No. 


40198 


Seq. ID 


LIB3138-018-Q1-N1-E5 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


206 


E value 


1.0e-112 


Match length 


377 



6283 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40199 

LIB3138-018-Q1-N1-E7 

BLASTN 

g210811 

175 

9.0e-94 

335 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


40200 


Seq. ID 


LlBJioo-uiy-yi-JNi-fcjy 


Method 


BLASTX 


NCBI GI 


g229708 


BLAST score 


loo 


E value 


7 . Oe-12 


Match length 


82 


% identity 




NCBI Description 


Bean pod mottle virus 


Seq. No. 


40201 


Seq. ID 


LIB3138-018-Q1-N1-G10 


Method 


BLASTN 


NCBI GI 


g4406529 


BLAST score 


108 


E value 


1.0e-53 


Match length 


375 


% identity 


82 


NCBI Description 


Vigna radiata rubisco 




encoding chloroplast ] 


Seq. No. 


40202 


Seq. ID 


LIB3138-018-Q1-N1-G9 


Method 


BLASTX 


NCBI GI 


gl31768 


BLAST score 


244 


E value 


1.0e-20 


Match length 


111 



(Rca) mRNA, chloroplast gene 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



50 

QUI NATE PERMEASE (QUI NATE TRANSPORTER) 

>gi_101798__pir S08498 quinate transport protein - 

Emericella nidulans >gi_24 00_emb_CAA3187 9_ (X13525) quinate 
permease [Emericella nidulans] 

40203 

LIB3138-018-Q1-N1-H1 

BLASTN 

g4406529 

132 

5.0e-68 

279 

87 



6284 



NCBI Description Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



40204 

LIB3138-018-Q1-N1-H2 

BLASTN 

g210811 

139 

3.0e-72 

311 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40205 

LIB3138-019-Q1-N1-A9 

BLASTN 

g4406529 

158 

1.0e-83 

341 
87 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

40206 

LIB3138-019-Q1-N1-B3 

BLASTX 

g3183392 

258 

2.0e-22 

93 
52 

HYPOTHETICAL 24.1 KD PROTEIN C17A5.08 IN CHROMOSOME I 
PRECURSOR >gi_2370480_emb_CAB11508_ (Z98849) hypothetical 
transmembrane protein [Schizosaccharomyces pombe] 

40207 

LIB3138-019-Q1-N1-B7 

BLASTX 

g626677 

296 

3.0e-27 

75 

71 

NMD3 protein - yeast (Saccharomyces cerevisiae) >gi_458900 
(U00027) Nmd3p: Putative Upflp interacting protein 
[Saccharomyces cerevisiae] 

40208 

LIB3138-019-Q1-N1-C1 

BLASTX 

g2754849 

214 

3.0e-17 

47 

87 



6285 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

40209 

LIB3138-019-Q1-N1-D4 

BLASTX 

g3850583 

141 

1.0e-08 

33 

79 

(AC005278) Contains similarity to transcription initiation 
factor HE, alpha subunit gb_X63468 from Homo sapiens. 
[Arabidopsis thaliana] 

40210 

LIB3138-019-Q1-N1-F11 

BLASTN 

g4406529 

198 

1.0e-107 

377 

88 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

40211 

LIB3138-019-Q1-N1-H4 

BLASTX 

g2842480 

401 

4.0e-40 

117 

28 

(AL021749) ADP, ATP carrier-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40212 

LIB3138-019-Q1-N1-H6 

BLASTN 

g2198850 

54 

2.0e-21 

102 

88 

Zea mays cystathionine gamma- synthase (CGS1) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40213 

LIB3138-020-Q1-N1-C6 

BLASTN 

g257814 

129 

1.0e-66 

185 

92 

phenylalanine ammonia-lyase [soybeans, mRNA, 1427 nt] 



6286 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40214 

LIB3138-020-Q1-N1-C8 

BLASTX 

gl38364 

233 

8.0e-20 

66 

73 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40215 

LIB3138-020-Q1-N1-E2 

BLASTN 

g927506 

42 

2.0e-14 

74 

89 

P. sativum mRNA for fructose-1, 6-biphosphate aldolase 
(clone aldcytl) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40216 

LIB3138-020-Q1-N1-E6 

BLASTX 

g836954 

426 

4.0e-42 

129 

60 

(U20948) receptor protein kinase [Ipomoea trifida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40217 

LIB3138-020-Q1-N1-G4 

BLASTN 

g4097879 

142 

3.0e-74 

258 

89 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40218 

LIB3138-020-Q1-N1-H8 

BLASTX 

g4115936 

172 

3.0e-12 

94 

33 

(AF118223) No definition line found [Arabidopsis thaliana] 



Seq. No. 



40219 



6287 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-021-Q1-N1-B10 

BLASTX 

g82065 

227 

7.0e-19 

81 

57 

ribosomal protein S3a - Madagascar periwinkle 
>gi_217903_dbj_BAA00860_ (D01058) ORF [Catharanthus roseus] 

40220 

LIB3138-021-Q1-N1-B6 

BLASTN 

g4097879 

208 

1.0e-113 

495 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40221 

LIB3138-021-Q1-N1-B8 

BLASTN 

g767700 

99 

3.0e-48 

187 

88 

Carrot mRNA for DNA-binding protein (transcriptional 
regulator) , partial cds, CHB6 

40222 

LIB3138-021-Q1-N1-E9 

BLASTX 

g4115931 

257 

6.0e-26 

93 

55 

(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB: AF041468 ) [Arabidopsis thaliana] 

40223 

LIB3138-021-Q1-N1-H9 

BLASTN 

g4097879 

35 

4.0e-10 

43 

95 

Bean pod mottle virus complete segment RNAl polyprotein 
gene, complete cds 



Seq. No. 
Seq. ID 

Method 



40224 

LIB3138-022-Q1-N1-A10 
BLASTN 



6288 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4097879 
198 

1.0e-107 

442 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40225 

LIB3138-022-Q1-N1-A12 

BLASTX 

g2388943 

158 

1.0e-10 

115 

36 

(Z98978) 
len:392a 



SPAC27E2.03c, 
a, similar eg. 



putative gtp-binding protein, 
to YBR025C, , YBN5_YEAST, P38219, 
hypothetica 1 44.2 kd protein, (394aa) , fasta scores, 
opt:1664, E():0, (63.7% identity in 391 aa overlap), also 
sim 





Seq. No. 


40226 




Seq. ID 


LIB3138-022-Q1-N1-B2 




Method 


BLASTX 




NCBI GI 


g4097880 




BLAST score 


409 




E value 


6/0e-75 




Match length 


168 




% identity 


85 




NCBI Description 


(U70866) polyprotein 




Seq. No. 


40227 




Seq. ID 


LIB3138-022-Q1-N1-B3 




Method 


BLASTX 




NCBI GI 


gl38364 




BLAST score 


371 




E value 


3.0e-53 




Match length 


148 




% identity 


74 




NCBI Description 


GENOME POLYPROTEIN M 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40228 

LIB3138-022-Q1-N1-B7 

BLAST N 

g4406529 

156 

2.0e-82 

341 

86 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



Seq. No. 



40229 



6289 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-022-Q1-N1-C4 

BLASTN 

g4097879 

299 

1.0e-167 

659 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40230 

LIB3138-022-Q1-N1-D9 

BLASTX 

g4097880 

452 

4.0e-45 

116 

78 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40231 

LIB3138-022-Q1-N1-F11 

BLASTX 

gl38364 

591 

5.0e-68 

168 

78 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40232 

LIB3138-022-Q1-N1-F12 

BLASTX 

g4097880 

408 

1.0e-49 

155 

71 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% -identity 

NCBI Description 



40233 

LIB3138-022-Q1-N1-F8 

BLASTX 

g3599999 

759 

7.0e-81 

193 

74 

(AF066054) formaldehyde dehydrogenase [Pichia pastoris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



40234 

LIB3138-023-Q1-N1-D4 

BLASTX 

g539244 



6290 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



188 

4.0e-18 

114 

43 

hypothetical protein YKR028w - yeast (Saccharomyces 
cerevisiae) >gi_486457_emb_CAA82100_ (Z28253) ORF YKR028w 
[Saccharomyces cerevisiae] 



beg. ino* 


*± u z, O +J 


beg. id 


T.TR^I "38-023-O1-N1-D7 


Method 


"RT a^TY 
D ±J±±0 1 A- 




y ^ i vj / 


BLAST score 




E value 


2.0e-ll 


Match length 


105 


% identity 




NCBI Description 


/ at m e;£7q ^ mi-i-2i--iT7a nrntpin r AraVi i doosis thalianal 


Seq. No. 


4 Uz Jo 


Seq. ID 


LIBoloo-UZo-yi-Nl-Uo 


Method 


BLAST X 


NCBI GI 


gZ 41 ±4 DDu 


BLAST score 


328 


E value 




Match length 


125 


% identity 


54 


NCBI Description 


(Z99262) pyridoxal reductase. [Schizosaccharomyces 


Seq. No. 


40237 


Seq. ID 


LIB3138-024-Q1-N1-A11 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


125 


E value 


1.0e-63 


Match length 


277 


% identity 


86 


NCBI Description 


Bean pod mottle virus coat protein gene, complete 



complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40238 

LIB3138-024-Q1-N1-A9 

BLASTN 

g210811 

95 

5.0e-46 

283 

83 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



40239 

LIB3138-024-Q1-N1-B4 

BLASTX 

gl296805 

213 

7.0e-17 
58 



6291 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(X90929) C-terminal peptidase of the Dl protein [Hordeum 
vulgar e] 

40240 

LIB3138-024-Q1-N1-B6 

BLASTX 

g2980765 

322 

1.0e-29 

123 

50 

(AL022198) hypothetical protein [Arabidopsis thaliana] 
40241 

LIB3138-024-Q1-N1-C12 

BLASTX 

gl38364 

182 

3.0e-26 

107 

61 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus {strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40242 

LIB3138-024-Q1-N1-C6 

BLASTN 

g210811 

174 

5.0e-93 

410 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40243 

LIB3138-024-Q1-N1-D11 

BLASTX 

gl38364 

452 

3.0e-45 

100 

81 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



40244 

LIB3138-024-Q1-N1-G7 

BLASTN 

g210811 

303 

1.0e-170 



6292 



Match length 

% identity 

NCBI Description 



527 
89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 





4094^ 


Oort in 


T.TR^I ^8-094-01 -N1 -HI 1 


TWTy^v 4** ^\ /H 

LYie unou 




TJpQT (IT 
Vi \j D X VJ X 


0-4007880 


rjj 7\ c fp cmrp 
DiiriOl ouvic 


s^o 


TJ 1 tt a 1 n ^ 
£j ValUc 


4 0*^-^4 


i.iciuo.ii _i_>z;iiy L-ii 


164 


•5 iQcntii-y 


O D 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


OC<»J • vi\J • 




±U 


T TR^I "38-094-01 -Ml -Hi 9 


LYietrioci 


D JUXT.O J. A. 


WUnl tal 


rr4 1 01 47^ 


rsixAol score 


1 ^7 


E value 


^ . ue—iu 


LYiaucn lengun 


^7 


2- T ^ /"\ T"\ *h" T f'TT 

t> luentiuy 


7fl 


NCBI Description 


(AF003382) KEA1 [Arabidopsis thaliana] 


beg. wo. 


A fl 9 A 7 


beg. lu 


LiDjljO UZ4 yi INI 


Method 






CJ ft Uj/ooU 


DiiAbi score 


/IOC 

41 Z D 


E value 


o . ue 


JXicLX.cn xeriy L.n 


1 OR 
J_ z. %j 


t> laciiLity 


D -3 


TVT C* T3 T O s~\ ~k- i t™\ "K t /"\ n 
1N^I51 UcbClipUlOIl 


fn7flfi££^ r^n 1 ^mrnfcs i n r n nnri mnf 1" 1 P> vi m 6 ? 1 


Seq. No. 


40248 


beq. lu 


T TR^I ^R-094— HI —Ml — H R 


Method 


nliAo 1 A 


NCBI CjI 


gio 4 Ull 0 


nixAbi score 




E value 


o . ue~ 


Match length 


1U 1 


% identity 


^ Q 
D j 


jml^di Description 


^uooftj/y HUr yiucose pyr opriuopiiux. y idoc laiyc 




[Lycopersicon esculentuici] 


Seq. No. 


40249 


Seq. ID 


LIB3138-024-Q1-N1-H6 


Method 


BLASTX 


NCBI GI 


gl840116 


BLAST score 


484 


E value 


1.0e-48 


Match length 


139 


% identity 


70 


NCBI Description 


(U854 97) ADP-glucose pyrophosphorylase large 




[Lycopersicon esculentum] 



6293 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Mentity 

NCBI Description 



40250 

LIB3138-025-Q1-N1-A5 

BLASTX 

gll6324 

165 

1.0e-ll 

65 

51 

ENDOCH I T INASE PR4 PRECURSOR >gi JL00000_pir S16579 

chitinase (EC 3.2.1.14) precursor - kidney bean 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40251 

LIB3138-025-Q1-N1-B2 

BLASTX 

g2498183 

362 

1.0e-34 

97 

69 

BLI-3 PROTEIN >gi_602075_emb_CAA57098_ (X81318) bli-3 

[Neurospora crassa] >gi_1092170_prf 2023159A bli-3 gene 

[Neurospora crassa] 

40252 

LIB3138-025-Q1-N1-D1 

BLASTX 

g3152599 

283 

2.0e-25 

89 

30 

(AC002986) Strong similarity to lupeol synthase gb__U49919 
and cycloartenol synthase gb_U02555 from A. thaliana (the 
third gene with similar homology) . [Arabidopsis thaliana] 



Seq. No. 


40253 


Seq. ID 


LIB3138-025-Q1-N1-E1 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


204 


E value 


2.0e-16 


Match length 


81 


% identity 


58 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


40254 


Seq. ID 


LIB3138-025-Q1-N1-E11 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


481 


E value 


1.0e-48 


Match length 


127 


% identity 


78 


NCBI Description 


GENOME POLYPROTEIN M 



(CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



6294 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40255 

LIB3138-025-Q1-N1-E9 

BLASTX 

gl38364 

220 

2.0e-18 

67 

75 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_2 10812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40256 

LIB3138-025-Q1-N1-F3 

BLASTX 

gl38364 

422 

9.0e-42 

110 

79 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639j?ir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40257 

LIB3138-025-Q1-N1-F9 

BLASTX 

g2494215 

248 

2.0e-21 

87 
49 

DYNEIN, 78 KD INTERMEDIATE CHAIN, FLAGELLAR OUTER ARM 

(IC78) >gi_1361948_pir A57037 dynein intermediate chain, 

78k - Chlamydomonas reinhardtii >gi_642541 (U19120) 
outer-arm dynein Mr78 / 000 intermediate chain subunit 
[Chlamydomonas reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40258 

LIB3138-025-Q1-N1-G1 

BLASTN 

g210811 

33 

1.0e-09 

89 
84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



40259 

LIB3138-025-Q1-N1-G2 

BLASTN 

g2832611 

33 



6295 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-09 

61 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F13C5 
(ESSAII project) 

40260 

LIB3138-025-Q1-N1-G7 

BLASTX 

g2864614 

225 

1.0e-18 

91 

45 

(AL021811) putative protein [Arabidopsis thaliana] 
40261 

LIB3138-027-Q1-N1-B10 

BLASTX 

gll5471 

206 * 

2.0e-16 

107 

48 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_10007 8_pir S10200 carbonate dehydratase 

(EC 4.2.1,1) precursor - garden pea >gi_20673_emb_CAA36792_ 
(X52558) precursor peptide (AA -104 to 224) fPisum sativum] 



Seq. No. 


40262 


Seq. ID 


LIB3138-027- 


Method 


BLASTX 


NCBI GI 


g2673914 


BLAST score 


214 


E value 


3.0e-17 


Match length 


47 


% identity 


87 


NCBI Description 


(AC002561) ] 


Seq. No. 


40263 


Seq. ID 


LIB3138-027- 


Method 


BLASTX 


NCBI GI 


g2827522 


BLAST score 


148 


E value 


2.0e-09 


Match length 


43 


% identity 


63 


NCBI Description 


(AL021633) ! 


Seq. No. 


40264 


Seq. ID 


LIB3138-027 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


104 


E value 


2.0e-51 


Match length 


368 


% identity 


82 



6296 



NCBI Description 



Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Qpcr Wo 


40265 


Seq. ID 


LIB3138-027-Q1-N1-F12 


Method 


BLASTX 




a2392021 




133 


TJ* wa 1 ft t~\ 


1 . Oe-13 


M^*hphi 1 print h 


80 


%■ \ Hon "h i Y\t 


57 




(D63425) phopholipid hydroperoxide glutathione 




peroxidase-like protein [Spinacia oleracea] 


Seq. No. 


40266 


Seq. ID 


LIB3138-027-Q1-N1-H11 


Met* hod 


BLASTX 


NCBT 

Li w J-J J- X. 


g2832652 


BLAST score 


301 


R va 1 hp 


2.0e-27 


M^tphi 1 PTirrth 

rid luh xciiy tn 


72 




83 


NCBI Descriotion 


(AL021710) putative protein [Arabidopsis thaliana 


Seq. No. 


40267 


Seq. ID 


LIB3138-027-Q1-N1-H7 


Method 


BLASTX 


NCBI GI 


g462414 


BLAST score 


310 


E value 


1.0e-28 


Match length 


118 


% identity 


56 


NCBI Description 


AMINO-ACID PERMEASE INDA1 >gi 422225 pir S33212 



_ INDA1 

protein - fungus (Trichoderma harzianum) 
>gi_2 9657 0__emb_CAA8 030 8_ (Z22594) INDA1 [Trichoderma 
harzianum] 



Seq. No. 


40268 


Seq. ID 


LIB3138-028-Q1-N1-A9 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


224 


E value 


1.0e-18 


Match length 


70 


% identity 


66 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


40269 


Seq. ID 


LIB3138-028-Q1-N1-B7 


Method 


BLASTX 


NCBI GI 


gl351408 


BLAST score 


209 


E value 


8.0e-17 


Match length 


61 


% identity 


64 


NCBI Description 


VACUOLAR PROCESSING 



>gi 1076563_pir_ 



YME PRECURSOR (VPE) 
S51117 cystein proteinase 



- sweet orange 



6297 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_633185_emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 

40270 

LIB3138-028-Q1-N1-D5 

BLASTN 

gl053215 

34 

4.0e-10 

45 

96 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

40271 

LIB3138-028-Q1-N1-E3 

BLASTX 

g3482967 

168 

6.0e-12 

39 

82 

(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 
thaliana] >gi_4559345_gb_AAD23006 . 1_AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 

40272 

LIB3138-028-Q1-N1-F10 

BLASTX 

g3269291 

176 

5.0e-13 

86 

44 

(AL030978) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



40273 

LIB3138-028-Q1-N1-F8 

BLASTX 

g2253010 

201 

4.0e-22 

85 
65 

(Y14199) MAP3K delta- 
thaliana] 

40274 

LIB3138-028-Q1-N1-G4 

BLASTX 

g229708 

460 

3.0e-46 

111 

77 



1 protein kinase [Arabidopsis 



6298 



# 



NCBI Description Bean pod mottle virus 



Seq. No. 


40275 


Seq. ID 


LIB3138-029-Q1-N1-B11 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


300 


E value 


2.0e-27 


Match length 


98 


% i dent it v 


69 


NCBI Descriotion 


GENOME POLYPROTEIN M 




PROTEIN VP23) >gi 7561 




bean pod mottle virus 




(M62738) coat protein 


Seq, No. 


40276 


Seq. ID 


LIB3138-029-Q1-N1-B6 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


305 


K va 1 

J_J V <— 4 \JL >^ 


2.0e-28 


Match length 


74 


% identity 


81 


NCRT n^c?PT i nt i nn 


(U70866} oolvorotein 


Seq. No. 


40277 


Seq. ID 


LIB3138-029-Q1-N1-C8 


Method 


BLASTX 


NCBI GI 


g229707 


BLAST score 


323 


F. valup 

J— 1 V C* ^ 


5. 0e-30 


Match lenoth 


132 


3; 1 Hpnt 1 t V 


55 


NCBI Descriotion 


Bean Dod mottle virus 


Sea No 


40278 


Seq. ID 


LIB3138-029-Q1-N1-D12 


Method 


BLASTX 


NCBI GI 


a4097880 


BLAST score 


203 




4 . 0e-16 


Match 1 print h 


87 


S: \ rie»nt it v 


62 


NPBT Dp riot ion 


(U70866) polyprotein 


Seer. No. 


40279 


Seq. ID 


LIB3138-029-Q1-N1-D2 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


159 


E value 


3.0e-84 


Match length 


283 


% identity 


89 


NCBI Description 


Glycine max vspA gene 


Seq. No. 


40280 


Seq. ID 


LIB3138-029-Q1-N1-E2 



(CONTAINS: COAT PROTEIN VP37; COAT 

39_pir GNWXG7 genome polyprotein M 

(strain Kentucky G7) >gi 210812 



[Bean pod mottle virus] 



[Bean pod mottle virus] 



complete cds 



6299 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!38364 

271 

5.0e-24 

102 

59 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40281 

LIB3138-029-Q1-N1-E5 

BLASTN 

g2773269 

62 

2.0e-26 

157 

89 

Glycine max ferredoxin-dependent glutamate synthase (glu) 
mRNA, partial cds 

40282 

LIB3138-029-Q1-N1-F6 

BLASTX 

g2258315 

272 

5.0e-24 

91 

57 

(AF004878) resistance complex protein I2C-1 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40283 

LIB3138-029-Q1-N1-G3 

BLASTN 

g210811 

116 

2.0e-58 

304 

85 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40284 

LIB3138-029-Q1-N1-G6 

BLASTX 

gl38364 

175 

5.0e-20 

109 

57 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_756S9_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



6300 



Seq. No. 


40285 


Seq. ID 


LIB3138-029-Q1-N1-G8 


Method 


BLASTX 


NCBI GI 


g229707 


BLAST score 


463 


E value 


2.0e-46 


Match length 


114 


% identity 


73 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


40286 


Seq. ID 


LIB3138-029-Q1-N1-H11 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


41 


E value 


6.0e-14 


Match length 


77 


% identity 


88 


NCBI Description 


Bean pod mottle virus 



complete middle component (M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



40287 

LIB3138-029-Q1-N1-H4 

BLASTN 

g496493 

194 

1.0e-105 

346 

89 

P. sativum (Rosakrone) mRNA for nonphosphorylating, 
NADP-specific, glyceraldehyde-3-phosphate dehydrogenase 

40288 

LIB3138-029-Q1-N1-H7 

BLASTX 

gl23537 

152 

6.0e-10 

85 

40 

12 KD HEAT SHOCK PROTEIN (GLUCOSE AND LIPID-REGULATED 

PROTEIN) >gi_72231_pir HHBY12 heat shock protein 12 - 

yeast (Saccharomyces cerevisiae) >gi_3800_emb_CAA39306_ 
(X55785) hspl2 [Saccharomyces cerevisiae] >gi_171607 
(M60827) 15 kD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi_559934_emb__CAA86349__ 
(Z46255) hspl2, glpl, len: 109, CAI : 0.65, HS12_YEAST 
P22943 12 KD HEAT SHOCK PROTEIN [Saccharomyces cerevisiae] 
>gi_836740_dbj__BAA09224_ (D50617) 12KD heat shock protein 
[Saccharomyces cerevisiae] >gi__1100790_dbj_BAA08003_ 
(D44596) 15kD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi_1742028_dbj_BAA14 033_ 
(D89864) Sc-Hspl2p [Saccharomyces pastorianus] ~~ 

40289 

LIB3138-030-Q1-N1-A11 
BLASTX 



6301 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl666171 
200 

1.0e-15 

62 

85 

(Y09105) unknown [Nicotiana plumbaginif olia] 
40290 

LIB3138-030-Q1-N1-B2 

BLASTX 

g3874889 

208 

2.0e-16 

62 
53 

(248045) similarity to the transmembranous domains of yeast 
ERS1 protein; cDNA EST EMBL:D69878 comes from this gene; 
cDNA EST EMBL:D66181 comes from this gene; cDNA EST 
yk413c7.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 


40291 


Seq. ID 


LIB3138-030-Q1-N1-F3 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


283 


E value 


2.0e-25 


Match length 


88 


% identity 


61 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


40292 


Seq. ID 


LIB3138-030-Q1-N1-G10 


Method 


BLASTX 


NCBI GI 


g3122833 


BLAST score 


469 


E value 


4.0e-47 


Match length 


129 


% identity 


71 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 



protein S5 [Mus musculus] 



>giJL685071 (U78085) ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



40293 

LIB3138-030-Q1-N1-G4 

BLASTX 

gl38364 

343 

2.0e-41 

123 

76 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40294 

LIB3138-030-Q1-N1-H2 
BLASTX 



6302 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2132069 
267 

2.0e-23 

119 

45 

hypothetical protein YOR150w - yeast (Saccharomyces 
cerevisiae) >gi_1293710 (U55020) O3530p [Saccharomyces 
cerevisiae] >gi_1420377_emb_CAA9935 6__ (Z75058) ORF YORlSOw 
[Saccharomyces cerevisiae] 

40295 

LIB3138-030-Q1-N1-H4 

BLASTN 

g4097879 

48 

6.0e-18 

143 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40296 

LIB3138-031-Q1-N1-A9 

BLASTX 

gl38364 

364 

6.0e-35 

114 

68 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639jpir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40297 

LIB3138-031-Q1-N1-B9 

BLASTN 

g20728 

34 

5.0e-10 

85 

92 

Pea chloroplast GAPA mRNA encoding 

glyceraldehyde-3-phosphate dehydrogenase (GAPDH) subunit A 
(EC 1.2.1.13) 

40298 

LIB3138-031-Q1-N1-C12 

BLASTN 

gl69036 

32 

8.0e-09 

40 

95 

Pisum sativum L. aldolase gene, 3 1 end cds 



Seq. No. 



40299 



6303 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-031-Q1-N1-C4 

BLASTN 

g210811 

162 

6.0e-86 

314 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40300 

LIB3138-031-Q1-N1-E4 

BLASTX 

g229707 

303 

4.0e-28 

77 

73 

Bean pod mottle virus 
40301 

LIB3138-031-Q1-N1-E6 

BLASTX 

g3080398 

273 

4.0e-24 

80 
33 

(AL022603) putative protein [Arabidopsis thaliana] 
40302 

LIB3138-031-Q1-N1-E7 

BLASTX 

g2960358 

236 

5.0e-20 

73 

64 

(AJ224895) caffeoyl-CoA 3-O-methyltransferase [Populus 
balsamifera subsp. trichocarpa] >gi_2960360_emb_CAA12200_ 
(AJ224896) caffeoyl-CoA 3-O-methyltransferase [Populus 
balsamifera subsp. trichocarpa] >gi_3550590_emb_CAA114 95_ 
(AJ223620) caffeoyl CoA 3-O-methyltransferase [Populus 
balsamifera subsp. trichocarpa] 

40303 

LIB3138-031-Q1-N1-F10 

BLASTX 

gll70409 

179 

2.0e-13 

68 
56 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT22 (HD-ZIP PROTEIN 22) 
>gi_549887 (U09336) homeobox protein [Arabidopsis thaliana] 
>gi_54 9888 (U09337) homeobox protein [Arabidopsis thaliana] 
>gi_4490724_emb_CAB38927.1_ (AL035709) homeobox protein 



6304 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



HAT22 [Arabidopsis thaliana] 
40304 

LIB3138-031-Q1-N1-F4 

BLASTX 

g2653397 

212 

1.0e-17 

63 

62 

(AL009147) l-evidence=predicted by content; 
l-method=genefinder;084; l-method_score=86. 60; 

1- evidence_end; 2-evidence=predicted by motif; 

2 - ma t ch_acces s ion=PROS ITE : PS 0 0 0 7 0 ; 

2-match_description=Aldehyde dehydrogenases cysteine a 
40305 

LIB3138-031-Q1-N1-G1 

BLASTX 

g3513747 

255 

5.0e-22 

113 

48 

(AF080118) contains similarity to reverse transcriptases 
(Pfam; rvt.hmm, score: 11.19) [Arabidopsis thaliana] 

40306 

LIB3138-032-Q1-N1-A11 

BLASTN 

gl70643 

72 

3.0e-32 

116 

91 

Vigna aconitifolia 

5 '-phosphoribosyl-4- (N-succinocarboxamide) -5- 
aminoimidazole synthetase mRNA 

40307 

LIB3138-032-Q1-N1-A5 

BLASTX 

g4097880 

306 

4.0e-28 

107 

59 

(U70866) polyprotein [Bean pod mottle virus] 
40308 

LIB3138-032-Q1-N1-B3 

BLASTN 

gl69157 

54 

2.0e-21 

66 

95 



6305 



NCBI Description Pisum sativum serine hydroxymethyltransferase mRNA, 
complete cds 



Seq. No. 


40309 


Seq. ID 


LIB3138-032-Q1-N1-B7 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


197 


E value 


1.0e-26 


Match length 


120 


% identity 


55 


NCBI Description 


(U708 66) polyprotein 


Seq. No. 


40310 


Seq. ID 


LIB3138-032-Q1-N1-E1 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


202 


E value 


5.0e-16 


Match length 


71 


% identity 


63 


NCBI Description 


(U708 66) polyprotein 


Seq. No. 


40311 


Seq. ID 


LIB3138-032-Q1-N1-E7 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


155 


E value 


9 Oe-82 


Match length 


346 


% identity 


86 


NCBI Description 


Bean nod ttio1~1~ 1 vi"rn<? 




oene* coniDlete rds 


Seq. No. 


40312 


Seq. ID 


LIB3138-032-Q1-N1-E8 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


93 


E value 


8 . 0e-45 


Match length 


377 


% identity 


81 


NCBI Description 


Bean nod Tnn1*1*l p vi 




comolete middle rrynnnrjT 


Seq. No. 


40313 


Seq. ID 


LIB3138-032-Q1-N1-F11 


Method 


BLASTX 


NCBI GI 


g2501578 


BLAST score 


218 


E value 


8.0e-18 


Match length 


84 


% identity 


55 



(M) RNA 



NCBI Description 



ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



6306 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



40314 

LIB3138-033-Q1-N1-A2 

BLASTX 

gl38364 

313 

1.0e-31 

110 
69 

GENOME POLYPROTEIN M {CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus {strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40315 

LIB3138-033-Q1-N1-B8 

BLASTN 

g210811 

112 

3.0e-56 

296 
85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40316 

LIB3138-033-Q1-N1-C3 

BLASTX 

gl38364 

525 

9.0e-54 

125 

84 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75 639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40317 

LIB3138-033-Q1-N1-C9 

BLASTX 

g!24366 

262 

7.0e-23 

104 

59 

ACETOLACTATE SYNTHASE I PRECURSOR (ACETOHYDROXY-ACID 
SYNTHASE I) (ALS I) >gi_320132_pir_S17691 acetolactate 
synthase (EC 4.1.3.18) 1 precursor - rape 

>gi_17772_emb_CAA77613_ (Z11524) actohydroxyacid synthase I 
[Brassica napus] 

40318 

LIB3138-033-Q1-N1-D1 

BLASTX 

g3236238 

509 



6307 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



7.0e-52 

107 

86 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj__BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 

40319 

LIB3138-033-Q1-N1-E1 

BLASTN 

g210811 

34 

1.0e-09 

74 
86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40320 

LIB3138-033-Q1-N1-E11 

BLASTN 

gl370286 

81 

1.0e-37 

226 
84 

P. sativum mRNA for pore protein 
40321 

LIB3138-033-Q1-N1-F12 

BLASTN 

g210811 

80 

2.0e-37 

155 

88 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



40322 

LIB3138-033-Q1-N1-F2 

BLASTX 

gl38364 

166 

4.0e-21 

113 

50 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75 639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40323 

LIB3138-033-Q1-N1-F9 

BLASTX 

g4519671 

285 



6308 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



6.0e-26 

76 

74 

(AB017693) transfactor [Nicotiana tabacum] 



40324 

LIB3138-034-Q1-N1-A2 

BLASTX 

g4097880 

251 

7.0e-22 

85 

60 

(U70866) polyprotein 



[Bean pod mottle virus] 



40325 

LIB3138-034-Q1-N1-A4 

BLASTN 

g210811 

162 

6.0e-86 

326 

87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40326 

LIB3138-034-Q1-N1-A5 

BLASTX 

g!38364 

149 

7.0e-10 

74 

45 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40327 

LIB3138-034-Q1-N1-B12 

BLASTX 

g3021409 

144 

2.0e-09 

73 

24 

(Y12781) transducin (beta) like 1 protein [Homo sapiens] 
40328 

LIB3138-034-Q1-N1-B8 

BLASTN 

g210811 

34 

1.0e-09 

74 

86 



6309 



NCBI Description 



# 



Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


40329 


Seq. ID 


LIB3138-034-Q1-N1-E1 


Method 


BLASTN 


NCBI GI 


g467614 


BLAST score 


300 


E value 


1.0e-168 


Match length 


332 


% identity 


98 


NCBI Description 


A.alternata AltA2 mRNA 


Seq. No. 


40330 


Seq. ID 


LIB3138-034-Q1-N1-E11 


Method 


BLASTX 


NCBI GI 


g229707 


BLAST score 


490 


E value 


1.0e-49 


Match length 


118 


% identity 


80 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


40331 


Seq. ID 


LIB3138-034-Q1-N1-F12 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


365 


E value 


4.0e-35 


Match length 


100 


% identity 


72 


NCBI Description 


GENOME POLYPROTEIN M {( 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40332 

LIB3138-034-Q1-N1-F3 

BLASTX 

g229707 

351 

'2.0e-33 

89 

78 

Bean pod mottle virus 
40333 

LIB3138-034-Q1-N1-G12 

BLASTX 

gll73285 

495 

3.0e-50 

123 

79 

40S RIBOSOMAL PROTEIN S9 >gi_1362936_pir S55917 ribosomal 

protein S9 - human >gi_550023 (U14971) ribosomal protein S9 
[Homo sapiens] >gi_1096943_prf 2113200F ribosomal protein 



6310 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



No. 
ID 



Seq 
Seq 
Method 
NCBI GI 



S9 [Homo sapiens] >gi_45067 45_ref__NP_001004 . l_pRPS9_ 
ribosomal protein S9 

40334 

LIB3138-034-Q1-N1-G9 

BLASTX 

gl38364 

433 

4.0e-43 

102 
78 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 

40335 

LIB3138-034-Q1-N1-H2 

BLASTX 

g3914449 



BLAST score 


205 


E value 


3.0e-16 


Match length 


41 


% identity 


98 


NCBI Description 


26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME 




' 1 "^y- 1 - Ji / ^jji lmU41ZJOJ ZOO piULcdoOIllc SUDUniL. 




£/CL o lua J 


Sea No 






LlDjljo Ujfl yl~Nl no 


rlc L11UU. 


TXT Zi QTY 


NCBI GI 


g4097880 


BLAST score 


263 


E value 


3.0e-23 


Match length 


85 


% identity 


64 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


40337 


Seq. ID 


LIB3138-035-Q1-N1-A7 


Method 


BLASTX 


NCBI GI 


g854536 


BLAST score 


397 


E value 


1.0e-38 


Match length 


112 


% identity 


67 


NCBI Description 


(Z46259) RPD3 gene [Saccharomyces cerevisiae] 




>gi_2253190_emb_CAA96262_ (Z71605) ORF YNL330c 




[Saccharomyces cerevisiae] 


Seq. No. 


40338 


Seq. ID 


LIB3138-035-Q1-N1-B2 


Method 


BLASTN 


NCBI GI 


g2245073 


BLAST score 


40 


E value 


2.0e-13 



7 [Prunus 



Match length 



56 



6311 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



93 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

40339 

LIB3138-035-Q1-N1-B5 

BLASTX 

gl38364 

375 

2.0e-36 

86 

83 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40340 

LIB3138-035-Q1-N1-D12 

BLASTN 

g4097879 

124 

3.0e-63 

317 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40341 

LIB3138-035-Q1-N1-D7 

BLASTN 

g4097879 

36 

3.0e-ll 

52 
92 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40342 

LIB3138-035-Q1-N1-E2 

BLASTN 

g!053215 

312 

1.0e-175 

352 

97 

Glycine max chlorophyll a/b-binding protein (cab3> mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

40343 

LIB3138-035-Q1-N1-E3 

BLASTN 

g210811 

88 

6.0e-42 
268 



6312 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



83 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40344 

LIB3138-035-Q1-N1-E5 

BLASTX 

gl38364 

242 

2.0e-37 

103 

62 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639__pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40345 

LIB3138-035-Q1-N1-E7 

BLASTN 

g210811 

144 

4.0e-75 

344 

85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40346 

LIB3138-035-Q1-N1-E9 

BLASTX 

g4107323 

588 

5.0e-61 

122 
87 

(AL035077) 60s ribosomal protein 110 [Schizosaccharomyces 
pombe] 

40347 

LIB3138-035-Q1-N1-F5 

BLASTN 

g4097879 

81 

1.0e-37 

169 

88 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40348 

LIB3138-035-Q1-N1-G2 

BLASTX 

gl619300 

199 

1.0e-15 

48 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



71 

(X95269) LRR protein [Lycopersicon esculentum] 
40349 

LIB3138-035-Q1-N1-G3 

BLASTX 

g3914605 

223 

2.0e-18 

90 

56 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 

40350 

LIB3138-035-Q1-N1-G8 

BLASTN 

g4097879 

80 

5.0e-37 

108 

94 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40351 

LIB3138-035-Q1-N1-H2 

BLASTN 

g!619902 

68 

8.0e-30 

200 

84 

Glycine max thiol protease isoform B mRNA, partial cds 
40352 

LIB3138-035-Q1-N1-H5 

BLASTN 

g4406529 

93 

5.0e-45 

193 

87 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

40353 

LIB3138-036-Q1-N1-A11 

BLASTX 

g4097880 

448 

9.0e-45 
113 
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II 



% identity 


79 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


40354 


Seq. ID 


LIB3138-036-Q1-N1-A12 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


78 


E value 


7 . Oe-36 


Match length 


182 


% identity 


86 


NCBI Description 


Bean pod mottle virus complete segment RNA1 




gene, complete cds 


Seq. No. 


40355 


Seq. ID 


LIB3138-036-Q1-N1-B10 


Method 


BLASTN 


NCBI GI 


gl665864 


BLAST score 


176 


E value 


2 . Oe-94 


Match length 


355 


% identity 


88 


NCBI Description 


B.taurus MHC class 1 protein molecule D18.4 


Seq. No. 


40356 


Seq. ID 


LIB3138-036-Q1-N1-B11 


Method 


BLASTN 


NCBI GI 


g!63345 


BLAST score 


40 


E value 


3.0e-13 


Match length 


117 


% identity 


88 


NCBI Description 


Bovine MHC class I AW10 mRNA (haplotype AW10 


Seq. No. 


40357 


Seq. ID 


LIB3138-036-Q1-N1-B9 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


140 


E value 


4.0e-13 


Match length 


75 


% identity 


59 


NCBI Description 


(U70866) oolvDrotein [Bean nod moi - "!"!^ vi rn^l 


Seq. No. 


40358 


Seq. ID 


LIB3138-036-Q1-N1-C1 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


41 


E value 


6.0e-14 


Match length 


169 


% identity 


81 


NCBI Description 


Glycine max gene for ubiquitin, complete cds 


Seq. No. 


40359 


Seq. ID 


LIB3138-036-Q1-N1-C9 


Method 


BLASTX 



3 f end 
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© 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3915826 
308 

5.0e-31 

91 

77 

60S RIBOSOMAL PROTEIN L5 



40360 

LIB3138-036-Q1-N1-E1 

BLASTN 

g2976 

131 

2.0e-67 

231 

89 

Neurospora crassa mRNA 



for mitochondrial ADP/ATP carrier 



40361 

LIB3138-036-Q1-N1-E10 

BLASTX 

g!38364 

142 

1.0e-18 

100 
55 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



40362 

LIB3138-036-Q1-N1-E5 

BLASTN 

g210811 

206 

1.0e-112 

365 

89 

Bean pod mottle virus coat protein gene f 
complete middle component (M) RNA 



complete cds, 



Seq. No. 
Seq. ID 

Method 



40363 

LIB3138-036-Q1-N1-F3 

BLASTX 

gl38364 

599 

2.0e-62 

133 

86 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40364 

LIB3138-036-Q1-N1-F9 
BLASTX 
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II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2494369 
106 

2.0e-09 

54 

63 

LAMIN B RECEPTOR 
PROTEIN) (LMN2R) 
human >gi_438639 



(INTEGRAL NUCLEAR ENVELOPE INNER MEMBRANE 

>gi_627510_pir A53616 lamin B receptor - 

(L25931) lamin B receptor [Homo sapiens] 



>gi_4504961_ref_NP_002287.1__pLBR_ lamin B receptor 
40365 

LIB3138-036-Q1-N1-G2 

BLASTN 

g210811 

126 

1.0e-64 

258 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40366 

LIB3138-036-Q1-N1-G3 

BLASTN 

g210811 

176 

3.0e-94 

392 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


40367 


Seq. ID 


LIB3138-036-Q1-N1-H12 


Method 


BLASTN 


NCBI GI 


g287733 


BLAST score 


212 


E value 


1.0e-116 


Match length 


212 


% identity 


100 


NCBI Description 


B.taurus mRNA for Fl-ATPase gamma-subunit ^ 


Seq. No. 


40368 


Seq. ID 


LIB3138-037-Q1-N1-A11 


Method 


BLASTX 


NCBI GI 


g576509 


BLAST score 


238 


E value 


3.0e-20 


Match length 


63 


% identity 


73 


NCBI Description 


(L36857) GTP-binding protein [Pisum sativum] 


Seq. No. 


40369 


Seq. ID 


LIB3138-037-Q1-N1-A12 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


236 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-20 

111 

45 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40370 

LIB3138-037-Q1-N1-C3 

BLASTX 

g4097880 

259 

4.0e-26 

92 

63 

(U70866) polyprotein [Bean pod mottle virus] 
40371 

LIB3138-037-Q1-N1-C8 

BLASTN 

g210811 

80 

4.0e-37 

240 

84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


40372 


Seq. ID 


LIB3138-037-Q1-N1-C9 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


283 


E value 


1.0e-25 


Match length 


91 


% identity 


66 


NCBI Description 


(U70866) polyprotein [Bean ] 


Seq. No. 


40373 


Seq. ID 


LIB3138-037-Q1-N1-F1 


Method 


BLASTX 


NCBI GI 


g3281857 


BLAST score 


164 


E value 


9.0e-12 


Match length 


75 


% identity 


45 


NCBI Description 


(AL031004) putative protein 


Seq. No. 


40374 


Seq. ID 


LIB3138-037-Q1-N1-G1 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


137 


E value 


9.0e-09 


Match length 


60 


% identity 


50 
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II 



NCBI Description (U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40375 

LIB3138-037-Q1-N1-H6 

BLASTN 

gl053215 

156 

2.0e-82 

247 

91 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

40376 

LIB3138-037-Q1-N1-H8 

BLASTN 

g210811 

34 

9.0e-10 

58 
90 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40377 

LIB3138-038-Q1-N1-B3 

BLASTN 

gl055367 

307 

1.0e-172 

386 

95 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

40378 

LIB3138-038-Q1-N1-B9 

BLASTX 

gl350740 

258 

2.0e-22 

96 

56 

60S RIBOSOMAL PROTEIN L36 (L39) >gi_1051262 (U37010) 
ribosomal protein L39 [Candida albicans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40379 

LIB3138-039-Q1-N1-B12 

BLASTN 

g2677827 

39 

1.0e-12 

59 

92 

Prunus armeniaca cysteine protease mRNA, complete cds 



Seq. No. 



40380 



6319 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



LIB3138-039-Q1-N1-B9 

BLASTN 

g4097879 

205 

l.Oe-lll 

405 

88 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40381 

LIB3138-039-Q1-N1-D4 

BLASTX 

g2062169 

389 

5.0e-38 

92 

41 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40382 

LIB3138-039-Q1-N1-F1 

BLASTN 

g4097879 

77 

2.0e-35 

196 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40383 

LIB3138-039-Q1-N1-F5 

BLASTX 

g730680 

305 

3.0e-28 

81 

68 

40S RIBOSOMAL PROTEIN SA (P40) (STUB ARISTA PROTEIN) 
(LAMININ RECEPTOR HOMOLOG) (K14) >gi_158031 (M90422) p40 
[Drosophila melanogaster] >gi_3292889_emb_CAA19839_ 
(AL031027) EG:80H7.6 [Drosophila melanogaster] 

40384 

LIB3138-039-Q1-N1-G8 

BLASTN 

g20728 

94 

2.0e-45 

276 

88 

Pea chloroplast GAPA mRNA encoding 

glyceraldehyde-3-phosphate dehydrogenase (GAPDH) subunit A 
(EC 1.2.1.13} 



6320 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



40385 

LIB3138-039-Q1-N1-G9 

BLASTX 

gl38364 

415 

8.0e-41 

125 
66 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


40386 


Seq. ID 


LIB3138-039-Q1-N1-H9 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


374 


E value 


4.0e-36 


Match length 


106 


% identity 


72 


NCBI Description 


(AF067184) aquaporin 


Seq. No. 


40387 


Seq. ID 


LIB3138-040-Q1-N1-B10 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


285 


E value 


9.0e-26 


Match length 


99 


% identity 


61 


NCBI Description 


GENOME POLYPROTEIN M 



NTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_j>ir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


40388 


Seq. ID 


LIB3138-040-Q1-N1-D11 


Method 


BLASTX 


NCBI GI 


g4102999 


BLAST score 


192 


E value 


1.0e-14 


Match length 


86 


% identity 


50 


NCBI Description 


(AF019630) pathogenicity protein [Magnaporthe grisea] 


Seq. No. 


40389 


Seq. ID 


LIB3138-040-Q1-N1-D12 


Method 


BLASTX 


NCBI GI 


g3021267 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


90 


% identity 


42 


NCBI Description 


(AL022347) serine/threonine kinase - like protein 



[Arabidopsis thaliana] 



6321 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 



40390 

LIB3138-040-Q1-N1-D4 

BLASTX 

g3135253 

313 

7.0e-29 

112 

50 

(AC003058) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



40391 

LIB3138-040-Q1-N1-E5 

BLASTN 

g4097879 

45 

3.0e-16 

125 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40392 

LIB3138-040-Q1-N1-F5 

BLASTN 

g4097879 



BLAST score 


69 


E value 


2.0e-30 


Match length 


228 


% identity 


84 


NCBI Description 


Bean pod mottle virus complete segment RNA1 polyprot 




gene, complete cds 


Seq. No. 


40393 


Seq. ID 


LIB3138-040-Q1-N1-F9 


Method 


BLASTX 


NCBI GI 


g4567251 


BLAST score 


147 


E value 


2.0e-09 


Match length 


34 


% identity 


68 


NCBI Description 


(AC007070) unknown protein [Arabidopsis thaliana] 


Seq. No. 


40394 


Seq. ID 


LIB3138-040-Q1-N1-H1 


Method 


BLASTX 


NCBI GI 


g2331137 


BLAST score 


178 


E value 


1.0e-13 


Match length 


45 


% identity 


78 


NCBI Description 


( AF0 10582) glyceraldehyde- 3-phosphat e dehydrogenase 




sativa] 


Seq. No. 


40395 


Seq. ID 


LIB3138-041-Q1-N1-A10 


Method 


BLASTN 



[Oryza 



6322 



NCBI GI 


g4115721 


BLAST score 


254 


E value 


1.0e-141 


Match length 


401 


% identity 


94 


NCBI Description 


Alternaria alternata gene for 1, 3 f 8 — trihydroxynaphthalene 




reductase, complete cds 


Sea. No. 


40396 


Seq. ID 


LIB3138-041-Q1-N1-A6 


Method 


BLASTX 


NCBI GI 


g4490315 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


34 


% identity 


88 


NCBI Description 


(AL035678) hypothetical protein [Arabidopsis thaliana] 


Sea No 


40397 


Seq. ID 


LIB313*8-041-Ol-Nl-Bl - 


Method 


BLASTX 


NCBI GI 


al38364 


BLAST score 


353 


E value 


1.0e-33 


Match length 


100 


% identity 


72 


NCBI Description 


GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 




PROTEIN VP23) >ai 7^6^39 ni r ftNWXG7 apnnmp nnl vnroi-pin M - 




hpfln nnH Tnn"l~1~ 1 o tH Y"n«? (^frsin KpntnrVw ^ >rr"r 91 Oftl 0 
i^can ^juu iLiw l. t — lc v j.xuo \oL.x.cL-Lii LUUivy or/ -^y_L ^luoii. 




fMfi^7^R\ pna +" nrn'hpi rj T Roan noH mot'l"! p tti r*n q 1 


Sea No 


40398 


Seq. ID 


LIB3138-041-Q1-N1-B3 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


162 


E value 


6.0e-86 


Match length 


326 


% identity 


87 


NCBI Dp<?rri nt i on 








•J • LH \J * 


40399 


Seq. ID 


LIB3138-041-Q1-N1-B5 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


146 


E value 


2.0e-76 


Match lenath 


338 


% identity 


86 


NCBT Dp^rri nt" l on 

i- * V> lw> -1— -1— k- ' _1_ 1. X 


Rpan Tsorl tti -j - "1 £a tti y*1 T Q /~\ +" TTK'O'h&n Tl narip fTYTYTol P"I"Q frlQ 
^UU IIHJ L. L-.±,G V _L X. U O OUCl L ir L. C _L.ll yCilt^ L-I^1L1.L_?_LC L." f 




complete middle component (M) RNA 


Seq. No. 


40400 


Seq. ID 


LIB3138-041-Q1-N1-C5 


Method 


BLASTX 


NCBI GI 


g!38364 



6323 



II 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



502 

6.0e-51 

117 
85 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40401 

LIB3138-041-Q1-N1-D11 

BLASTX 

g2501021 

362 

1.0e-34 

133 

57 

LYSYL-TRNA SYNTHETASE (LYSINE — TRNA LIGASE) (LYSRS) 
>gi_1652562_dbj_BAA17483_ (D90906) lysyl-tRNA synthetase 
[Synechocystis sp.] 

40402 

LIB3138-041-Q1-N1-E4 

BLASTX - 

g3688350 

272 

4.0e-24 

122 

48 

(AL030996) dJ1189B24.4 (novel PUTATIVE protein similar to 
hypothetical proteins S. pombe C22F3.14C and C. elegans 
C16A3.8) [Homo sapiens] 

40403 

LIB3138-041-Q1-N1-F12 

BLASTX 

g2492597 

150 

4.0e-10 

70 
49 

HYPOTHETICAL ABC TRANSPORTER ATP-BINDING PROTEIN SLL0182 
>gi_1001688_dbj_BAA10424_ (D64002) ABC transporter 
[Synechocystis sp. ] 

40404 

LIB3138-041-Q1-N1-F5 

BLASTX 

g2224901 

210 

8.0e-17 

53 

68 

(U67134) PcMYBl protein [Petroselinum crispum] 
40405 

LIB3138-041-Q1-N1-G6 



6324 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4097879 

163 

1.0e-86 

347 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40406 

LIB3138-041-Q1-N1-H3 

BLASTX 

g!38364 

418 

3.0e-41 

103 
80 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40407 

LIB3138-042-Q1-N1-A10 

BLASTX 

gl38364 

205 

1.0e-17 

89 
59 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 

40408 

LIB3138-042-Q1-N1-A12 

BLASTN 

g210811 

59 

1.0e-24 

211 
82 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40409 

LIB3138-042-Q1-N1-A2 

BLASTN 

g2661020 

140 

5.0e-73 

220 
91 

Glycine max catalase 



(cat4) mRNA, complete cds 



Seq. No. 



40410 



6325 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
.NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-042-Q1-N1-B10 

BLASTX 

gl38364 

530 

3.0e-54 

130 
77 

GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN VP37; COAT 
PROTEIN VP23) >gi_75639_pir_GNWXG7 genome polyprotein M 
bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40411 

LIB3138-042-Q1-N1-B12 

BLASTX 

gl38364 

446 

2,0e-44 

100 

80 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40412 

LIB3138-042-Q1-N1-C10 

BLASTX 

g229708 

303 

7.0e-28 

95 

68 

Bean pod mottle virus 



Seq. No. 40413 

Seq. ID LIB3138-042-Q1-N1-C2 

Method BLASTX 

NCBI GI g4325282 

BLAST score 201 

E value 9.0e-16 

Match length 77 

% identity - 51 

NCBI Description (AF123310) NAC domain protein NAM [Arabidopsis thaliana] 

>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 

Seq. No. 40414 

Seq. ID LIB3138-042-Q1-N1-D11 

Method BLASTN 

NCBI GI g210811 

BLAST score 137 

E value 4.0e-71 

Match length 312 

% identity 87 

NCBI Description Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



6326 



Seq. No. 


40415 


Seq. ID 


LIB3138-042-Q1-N1-D9 


Method 


BLASTN 


NCBI GI 


g4406529 


BLAST score 


60 


E value 


3. Oe-25 




140 




86 


NCBT Descriotion 


Viana radiata rubisco 






Seq. No. 


40416 


Seq. ID 


LIB3138-042-Q1-N1-E12 


Method 


BLASTX 


NCBI GI 


g3482940 


BLAST score 


156 


E value 


2.0e-10 


Lid L^ll XC11U Ull 


93 


% i Hpnt" "i 1~ v 

o _l_ vj.vi ill — L l- jr 


35 


NCBI Description 


(AC005315) putative 1 




+" Vi a "1 t anal 


Sea. No. 


40417 


Seq. ID 


LIB3138-042-O1-N1-F7 


Method 


BLASTX 


NCBI GI 


g229708 


LJXJ.Ti.k_> J- DLUiC 


i fin 


Hi v a±Uc 


7 f)p*-1 1 

/ • UC J- J. 


L v lct LL^Ii lCilUL.il 


D *i 


t> ±UcilL-l uy 


OJ 




Dean pou. moLtie virus 


I-? C vJ^ • 1M KJ . 


40418 


Qprr TD 


JUXDJl JO \J *± \S J- LN J. £ _7 


Method 


BLASTN 


NCBI GI 


g!079735 


BLAST score 


151 


E value 


2.0e-79 


Match length 


195 


% identity 


94 


NCBI Description 


Glycine soja ribulose 



5 (Rca) mRNA, chloroplast 
complete cds 



gene 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



subunit precursor (rbcS) gene, nuclear gene encoding 
chloroplast protein, complete cds 



40419 

LIB3138-042-Q1-N1-G12 

BLASTX 

g4406530 

241 

2.0e~20 

89 

61 

(AF126870) rubisco activase 



[Vigna radiata] 



40420 

LIB3138-042-Q1-N1-H12 



6327 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl38364 

226 

1.0e-18 

78 
60 

GENOME POLYPROTEIN M {CONTAINS : COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639 __pir GNWXG7 genome polyprotein M 

bean pod mottle virus {strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40421 

LIB3138-043-Q1-N1-C1 

BLASTX 

gl38364 

249 

2.0e-21 

92 

60 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639__pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


40422 


Seq. ID 


LIB3138-043-Q1-N1-C2 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


196 


E value 


5.0e-21 


Match length 


131 


% identity 


40 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


40423 


Seq. ID 


LIB3138-043-Q1-N1-D8 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


186 


E value 


7.0e-30 


Match length 


121 


% identity 


67 


NCBI Description 


GENOME POLYPROTEIN M 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40424 

LIB3138-043-Q1-N1-E1 

BLASTX 

gl38364 

393 

3.0e-38 

117 

64 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 
PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 



6328 



II 



bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


40425 


Seq. ID 


LIB3138-043-Q1-N1-H10 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


91 


E value* 


1. Oe-43 


Match l^ncrth 


127 


0 -L v-X X X L. -L C jr 


93 


NCRT Dp scri nt i on 


Rpan nod mottle virus 




gene, complete cds 


Seq. No. 


40426 


Seq. ID 


LIB3138-044-Q1-N1-A11 


Method 


BLASTX 


NCBI GI 


a4097880 




250 


Fl value 1 


5.0e-39 


1 -Id L. Ul 1 XCll^ Lil 


113 


S- 1 Hpni* 1 ■}" u 




NCBI Description 


(U708661 Dolvnrotein 


Seq. No. 


40427 


Seq. ID 


LIB3138-044-Q1-N1-A9 




BLASTX 

i_) J_lxiO X. 




y jl. ^. _y / (j / 


dxxH.o 1 score 




F* T7"3 1 IIP 
X_i vai LLC 












NCBT Dpsfrioi - ion 


Rpan nod mot'tlp virus 


Seq. No. 


40428 


Seq. ID 


LIB3138-044-Q1-N1-C12 


Method 


BLASTX 


NCBI GI 


a4097880 


BLAST «?rorp 


279 


TT v3 1 np 

J_J V a -L. l—i 


5 0e-25 


LM.CI L. V_>Xi X ciiy 1_1X 


92 


9? i Hpnf" n +• \/ 

O -L UCl 1 L. -L L- _y 


63 






Qprr No 


40429 


Seq. ID 


LIB3138-044-Q1-N1-D10 


Method 


BLASTN 


NCBI GI 


a4097879 


BLAST score 


151 


E value 


2.0e-79 


Match length 


371 


% identity 


85 


NCBI Description 


Bean pod mottle virus 




gene, complete cds 


Seq. No. 


40430 


Seq. ID 


LIB3138-044-Q1-N1-D5 



6329 



Method 


BLASTN 


NCBI GI 


g210811 


BIiAST score 


109 


E value 


2 . Oe-54 


Match length 


233 


% identity 


87 


NCBI Description 


Bean pod mottle virus coat protein gene, complete cds, 




complete middle component (M) RNA 


Seq. No. 


40431 


Seq. ID 


LIB3138-044-Q1-N1-E4 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


38 


E value 


4 . Oe-12 


Match length 


58 


% identity 


91 


NCBI Description 


Bean pod mottle virus complete segment RNA1 polyprotein 




gene, complete cds 


Seq. No. 


40432 


Seq, ID 


LIB3138-044-Q1-N1-G5 


Method 


BLASTX 


NCBI GI 


g2760843 


BLAST score 


477 


E value 


4.0e-48 


Match length 


124 


% identity 


73 


NCBI Description 


(AC003105) unknown protein [Arabidopsis thaliana] 


Seq. No. 


40433 


Seq. ID 


LIB3138-044-Q1-N1-G6 


Method 


BLASTX 


NCBI GI 


gl061040 


BLAST score 


248 


E value 


2.0e-21 


Match length 


88 


% identity 


59 


NCBI Description 


(X89867) sterol-C-methyltransf erase [Arabidopsis thaliana 




>gi 1587694 prf 2207220A sterol C-methyltransf erase 




[Arabidopsis thaliana] 


Seq. No. 


40434 


Seq. ID 


LIB3138-044-Q1-N1-H11 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


87 


E value 


3.0e-41 


Match length 


282 


% identity 


87 


NCBI Description 


Bean ood mottlp virus oonvDlptp ^ecrmpnt RNA1 no! vnTntpi n 




ger^e, complete cds 


Seq. No. 


40435 


Seq. ID 


LIB3138-044-Q1-N1-H12 


Method 


BLASTX 


NCBI GI 


g229708 



6330 



II 



BLAST score 


226 


E value 


6.0e-19 


Match length 


87 


% identity 


57 


NCBI Description 


Bpan nod Tnottlp vi rns 


Seq. No. 


40436 


Seq. ID 


LIB3138-044-Q1-N1-H8 


Method 


BLASTX 


NCBI . GI 


g3935187 


BLAST score 


358 


E value 


4.0e-34 


Match length 


123 


% identity 


58 


NCBI Description 


(AC004557) F17L21.30 


Seq. No. 


40437 


Seq. ID 


LIB3138-045-Q1-N1-C2 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


199 


E value 


8.0e-23 


Match length 


117 


% identity 


57 


NCBI Description 


GENOME POLYPROTEIN M 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



(CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7 ) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 

40438 

LIB3138-045-Q1-N1-D10 

BLASTX 

gl38364 

164 

2.0e-ll 

57 

61 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 
PROTEIN VP23) >gi_75639_pir_GNWXG7 genome polyprotein M 
bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40439 

LIB3138-045-Q1-N1-D3 

BLASTX 

g!723376 

288 

8.0e-26 

110 

48 

HYPOTHETICAL 20.1 KD PROTEIN IN YCF37-PSAF INTERGENIC 

REGION (ORF174) >gi_2147509_pir S73113 hypothetical 

protein 174 - Porphyra purpurea chloroplast >gi_127 6658 
(U38804) ORF174 [Porphyra purpurea] 

40440 

LIB3138-045-Q1-N1-D8 



6331 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

gl350956 

184 

5.0e-14 

61 

64 

4 OS RIBOSOMAL PROTEIN S20 



(S22) 



40441 

LIB3138-045-Q1-N1-F4 

BLASTN 

g4097879 

236 

1.0e-130 

480 
88 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40442 

LIB3138-045-Q1-N1-G9 

BLASTN 

g4097879 

181 

3.0e-97 

416 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40443 

LIB3138-046-Q1-N1-A12 

BLASTN 

g210811 

120 

6.0e-61 

288 
85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40444 

LIB3138-046-Q1-N1-A2 

BLASTN 

g210811 

149 

4.0e-78 

373 

85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40445 

LIB3138-04 6-Q1-N1-B6 

BLASTX 

g229708 

195 



6332 



E value 


2.0e-15 


Match lenath 


68 


% i dent it v 


57 


NCBI Description 


Bean pod mottle virus 


Sea No 


40446 


Seq. ID 


LIB3138-046-Q1-N1-D11 


Method 


BLASTX 


NCBI GI 


g282921 


BLAST score 


245 


E value 


7.0e-30 


Match length 


119 


% identity 


66 


NHRT Dp s c v "i rst i nn 


pa rhnnaff de^h vdrat;} se* (P,C 4 9 1 1 ) nTf^cMT^nir —■ rrard^ri npa 
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>gi 227784 prf 1710354A carbonic anhydrase [Pisum sativum] 


Sea. No 


40447 


Seq. ID 


LIB3138-046-Q1-N1-F12 


Method 


BLASTX 


NCBI GI 


g2462929 


BLAST score 


155 


E value 


2 Oe-20 


Mstnli 1 pnnfh 


82 


S: -i Hon t" 1 +■ v 




NCBI Description 


(Y12295} crlutathione transferase* TArahidoDsis thalianal 




U fi O 


Seq. ID 


LIB3138-046-O1-N1-F2 


Method 


BLASTX 


NCBI GI 


g309673 


BLAST score 


198 


E value 


1 . Oe-15 


Match 1 Pticrth 


70 


2; -! rlpTlt"! 1~W 


67 


NCBI Description 


(L19651} licrht harvest incr Drntpin rPisinn ^ativuml 




4044Q 


Seq. ID 


LIB3138-04 6-O1-N1-F5 


Method 


BLASTX 


NCBI GI 


a3914473 


BLAST score 


185 


E value 


2.0e-14 


Match length 


56 


% identity 


66 


NCBI Descrint inn 


PHOTOS YSTRM T RE APT TON PF.KITRF. ^TTRTTNTT XT PRF.POR^OR fSnRONTT 




V* fP^T-T.i >rri 479684 r>i r ^^'nl S1 nhni-nq v^-f-^TTi T rh^in XT - 

V/ iLUl ±J J -^y_L i / JUO 1 : W_L J_ C J J1J1 yilULUOjO L.dU -L I^IICIX 11 /\ X 




<;ninprh ">rri ^9^97^ pmh PaaA R77 R (Y£444R^ q n hnm> YT o*F 






O " . IN • 


404^0 


Seq. ID 


LIB3138-04 6-Q1-N1-G3 


Method 


BLASTX 


NCBI GI 


g731453 


BLAST score 


198 


E value 


8.0e-16 


Match length 


64 



6333 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



67 

PROBABLE ATP- DEPENDENT TRANSPORTER YER036C 

>gi_1077646_pir S50539 hypothetical protein YER036c - 

yeast (Saccharomyces cerevisiae) >gi_603269 (U18796) 
Yer036cp [Saccharomyces cerevisiae] 

40451 

LIB3138-046-Q1-N1-G9 

BLASTX 

g731453 

180 

1.0e-14 

66 
70 

PROBABLE ATP-DEPENDENT TRANSPORTER YER036C 

>gi_107764 6_pir S50539 hypothetical protein YER036c - 

yeast (Saccharomyces cerevisiae) >gi_603269 (U18796) 
Yer036cp [Saccharomyces cerevisiae] 

40452 

LIB3138-046-Q1-N1-H5 

BLASTX 

gl778093 

214 

2.0e-17 

82 

54 

(U64902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

40453 

LIB3138-04 6-Q1-N1-H8 

BLASTX 

g3298547 

125 

2.0e-ll 

91 
48 

(AC004681) putative condensin protein [Arabidopsis 
thaliana] 

40454 

LIB3138-047-Q1-N1-A11 

BLASTX 

g229708 

382 

5.0e-37 

115 

69 

Bean pod mottle virus 
40455 

LIB3138-047-Q1-N1-A12 

BLASTX 

g4097880 

247 



6334 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



4.0e-21 

109 
50 

(U70866) polyprotein [Bean pod mottle virus] 
40456 

LIB3138-047-Q1-N1-A4 

BLASTN 

g4406529 

40 

2.0e-13 

60 

92 

Vigna radiata rubisco activase (Rca) mRNA 7 chloroplast gene 
encoding chloroplast protein, complete cds 

40457 

LIB3138-047-Q1-N1-A8 

BLASTN 

g2598656 

34 

7.0e-10 

102 

83 

Vicia faba mRNA for elongation factor 1-alpha (EFl-a) 
40458 

LIB3138-047-Q1-N1-B10 

BLASTX 

g400890 

353 

1.0e-33 

111 

45 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 

40459 

LIB3138-047-Q1-N1-B6 

BLASTN 

g210811 

129 

3.0e-66 

385 

83 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40460 

LIB3138-047-Q1-N1-C12 

BLASTX 

gll34882 

166 



6335 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-15 

127 

43 

(Z68291) cysteine protease [Pisum sativum] 
40461 

LIB3138-047-Q1-N1-C3 

BLASTN 

gl!50683 

34 

1.0e-09 

125 

87 

V.radiata atpB, rbcL and trnK genes 



40462 

LIB3138-047-Q1-N1-D11 

BLASTN 

g210811 

72 

2.0e-32 

184 

85 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40463 

LIB3138-047-Q1-N1-E10 

BLASTX 

g3342800 

355 

8.0e-34 

94 

78 

(AF061837) putative cytosolic 6- 
dehydrogenase [Zea mays] 



phosphogluconate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40464 

LIB3138-047-Q1-N1-E3 

BLASTN 

g210811 

142 

4.0e-74 

294 

87 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40465 

LIB3138-047-Q1-N1-F12 

BLASTX 

gl38364 

394 

2.0e-38 

100 

79 

GENOME POLYPROTEIN M (CONTAINS: 



COAT PROTEIN VP37; COAT 



6336 



PROTEIN VP23) >gi_75639__pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


40466 


Seq. ID 


LIB3138-047-Q1-N1-F2 


Method 


BLASTN 


NCBI GI 


a210811 


BLAST score 


154 


E value 


4 .0e-81 


Mafph 1 encrt*l"i 


382 


& "i Herit* 1 1" v 

0 -L UC1 i U- X V* y 


ft 5 


NCBI Dpqrrin1"i on 






comnlete middle pnnrnnn 


Seq. No. 


40467 


Sea. ID 


LIB3138-047-O1 -N1 -FS 

XI X U X U U1 / ^ X LN X i. J 


Me1~hod 


RLASTX 


NCBI GI 


a40°j7ftftf) 


BLAST score 


441 ■ 


F. Tra 1 np 

xLi V Ci X U.C 


7 0^-44 




1 9ft 
x ^ o 


% identity 


69 


NCBI Descriotion 


f 1X708 66) nnlvnrntpin f 


Seq. No. 


40468 


Seq. ID 


LIB3138-047-Q1-N1-G8 




RT.A^TY 

DLinO X A. 


NCRT GT 


rr^ft QQ49 




914 


F 1 ne 


1 . 0e-17 




7ft 
/ o 


2- -i /~3 ari -(- -1 4- t; 


1 1 

X X 


NCRT np^prinfinn 


fAFOQ^Rfi^ nnl unh-i nm'f 
\r\C U JO J \J*J ) L>UiyUJJl4lilL 




H32-85601 


Seq. No. 


40469 


Sea ID 


T.TR^I "38-047-01 -KM -WQ 


Met" h oH 




NCRT (IT 

liVD X VJX 


rr4DQ7ftftfl 


BLAST score 


204 


F T7 ^ 1 no 

i-i v Ct_L Lit; 


O . Uc X D 


M3t~r*h 1 pnrrf' h 

k J.C1 U Xl XCllU Lll 




$; i dent" "i t" \/ 

O 1UC11L1L y 


UJ 


NICRT flPQcriri-h-i nn 


Vu/uoDDy poxyprox.ein i 


Seq. No. 


40470 


Seq. ID 


LIB3138-048-Q1-N1-A7 


Method 


BLASTX 


NCBI GI 


g229708 


BLAST score 


191 


E value 


5.0e-15 


Match length 


59 


% identity 


68 


NCBI Description 


Bean pod mottle virus 



(M) RNA 



Seq. No. 



40471 



6337 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-048-Q1-N1-A8 

BLASTX 

g2959324 

411 

2.0e-40 

109 

71 

(Y15224) Importin alpha-like protein [Arabidopsis thaliana] 



Seq. No. 


40472 


Seq. ID 


LIB3138-048-Q1-N1-A9 


Method 


BLASTN 


NCBI GI 


gl619904 


BLAST score 


59 


E value 


2.0e-24 


Match length 


134 


% identity 


87 


NCBI Description 


Glycine max thiol protease isoform A mRNA, partial 


Seq. No. 


40473 


Seq. ID 


LIB3138-048-Q1-N1-B6 


Method 


BLASTN 


NCBI GI 


gl079735 


BLAST score 


103 


E value 


4.0e-51 


Match length 


155 


% identity 


92 


NCBI Description 


Glycine soja ribulose 1, 5-bisphosphate carboxylase 



subunit precursor (rbcS) gene, nuclear gene encoding 
chloroplast protein, complete cds 



Seq. No. 


40474 


Seq. ID 


LIB3138-048-Q1-N1-D11 


Method 


BLASTX 


NCBI GI 


g229708 


BLAST score 


259 


E value 


8.0e-23 


Match length 


84 


% identity 


61 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


40475 


Seq. ID 


LIB3138-048-Q1-N1-D4 


Method 


BLASTX 


NCBI GI 


g229708 


BLAST score 


388 


E value 


1.0e-37 


Match length 


109 


% identity 


65 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


40476 


Seq. ID 


LIB3138-048-Q1-N1-D7 


Method 


BLASTX 


NCBI GI 


g229708 


BLAST score 


153 


E value 


4.0e-10 



6338 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
51 

Bean pod mottle virus 
40477 

LIB3138-048-Q1-N1-E1 

BLASTX 

g4455207 

206 

9.0e-17 

75 

55 

(AL035440) ubiquitin-like protein [Arabidopsis thaliana] 
40478 

LIB3138-048-Q1-N1-E6 

BLASTX 

g4335771 

394 

2.0e-38 

126 - ' 

62 

(AC006284) unknown protein [Arabidopsis thaliana] 



40479 

LIB3138-048-Q1-N1-F9 

BLASTN 

g210811 

53 

6.0e-21 

173 
84 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40480 

LIB3138-048-Q1-N1-G1 

BLASTX 

g3493611 

183 

1.0e-13 

37 
84 

(AFO 68318) regulatory subunit of protein kinase CK2; CK2 
beta-subunit [Arabidopsis thaliana] 

40481 

LIB3138-048-Q1-N1-G5 

BLASTX 

g229708 

181 

1.0e-13 

57 

63 

Bean pod mottle virus 



Seq. No. 



40482 



6339 



II 



Seq. ID 


LIB3138-048-Q1-N1-G6 


Method 


BLASTX 


NCBI GI 


g229708 


BLAST score 


203 


E value 


2.0e-16 


Match length 


62 


% identity 


74 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


40483 


Seq. ID 


LIB3138-048-Q1-N1-H7 


Method 


BLASTX 


NCBI GI 


gl711574 


BLAST score 


353 


E value 


6.0e-34 


Match length 


79 


% identity 


85 


NCBI Description 


SUCCINYL-COA LIGASE ( 



(SUCCINYL-COA SYNTHETASE, ALPHA CHAIN) (SCS-ALPHA) 

>gi_2130169_pir S65966 succinate — CoA ligase (GDP-f orming) 

(EC 6.2.1.4) alpha chain precursor - slime mold 
(Dictyostelium discoideum) >gi_780694 (U23408) succinyl 
coenzyme A synthetase alpha subunit [Dictyostelium 
discoideum] 



Seq. No. 

Seq. 'ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40484 

LIB3138-048-Q1-N1-H9 

BLASTN 

g4097879 

115 

5.0e-58 

275 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40485 

LIB3138-049-Q1-N1-A4 

BLASTN 

g4406529 

201 

1.0e-109 

340 

90 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

40486 

LIB3138-049-Q1-N1-B1 

BLASTN 

g210811 

132 

4.0e-68 

280 

87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



6340 



Seq. No. 


40487 


Seq. ID 


LIB3138-049-Q1-N1-B2 


Method 


BLASTX 


NCBI GI 


gl680686 


BLAST score 


207 


E value 


1.0e-16 


Match length 


90 


% identity 


48 


NCBI Description 


(U51330) rust resistance kinase 


Seq. No. 


40488 


Seq. ID 


LIB3138-04 9-Q1-N1-B6 


Method 


BLASTX 


NCBI GI 


g4512666 


BLAST score 


151 


E value 


4 .0e-10 


Match length 


81 


% identity 


41 


NCBI Description 


(AC006931) rmtative mei2 nrotein 


Seq. No. 


40489 


Seq. ID 


LIB3138-049-Q1-N1-B7 


Method 


BLASTN 


NCBI GI 


g515746 


BLAST score 


135 


E value 


4 . Oe-70 


Match lpncrth 


161 


% idpntitv 

Q -L. \^4. ii L. J. v~ y 


98 


NCBI Description 


Soybean chloroplast fructose— 1/6 






Seq. No. 


40490 


Seq. ID 


LIB3138-049-Q1-N1-E1 


Method 


BLASTX 


NCBI GI 


g3650379 


BLAST score 


472 


E value 


2.0e-47 


Match length 


124 


% identity 


74 


NCBI Description 


(AL031740) 60s ribosomal protein 






Seq. No. 


40491 


Seq. ID 


LIB3138-049-Q1-N1-E12 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


66 


E value 


6.0e-29 


Match length 


133 


% identity 


88 



[Triticum aestivum] 



NCBI Description 



Seq. No. 
Seq. ID 
Method 



Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40492 

LIB3138-049-Q1-N1-E7 
BLASTX 



6341 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll72704 
171 

3.0e-12 

123 
40 

PEPTIDE TRANSPORTER PTR2-B (HISTIDINE TRANSPORTING PROTEIN) 
>gi_633940 (L39082) transport protein [Arabidopsis 
thaliana] >gi_4406786_gb_AAD20096_ (AC006532) histidine 
transport protein PTR2-B [Arabidopsis thaliana] 

40493 

LIB3138-049-Q1-N1-F2 

BLASTN 

g2275060 

130 

6.0e-67 

254 

88 

Neurospora crassa mRNA encoding GTP-binding protein (Ran), 
partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40494 

LIB3138-04 9-Q1-N1-H9 

BLASTX 

g!709846 

114 

2.0e-12 

99 

34 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



(U04336) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40495 

LIB3138-050-Q1-N1-A10 

BLASTN 

g4115721 

61 

8.0e-26 

165 

85 

Alternaria alternata gene for 1, 3, 8-trihydroxynaphthalene 
reductase, complete cds 

40496 

LIB3138-050-Q1-N1-A4 

BLASTX 

gl38364 

324 

2.0e-30 

88 

69 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



6342 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



40497 

LIB3138-050-Q1-N1-B3 

BLASTX 

g3242705 

290 

3.0e-26 

118 

54 

(AC003040) putative nicotinate phosphoribosyltransferase 
[Arabidopsis thaliana] 

40498 

LIB3138-050-Q1-N1-B4 

BLASTN 

g210811 

116 

1.0e-58 

340 

84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40499 

LIB3138-050-Q1-N1-B6 

BLASTX 

g2213598 

153 

4.0e-10 

125 
7 

(AC000348) T7N9.18 [Arabidopsis thaliana] 
40500 

LIB3138-050-Q1-N1-C1 

BLASTN 

g4389416 

35 

3.0e-10 

59 

90 

Glycine max nitrate reductase (nr2) gene, partial cds 
40501 

LIB3138-050-Q1-N1-D4 

BLASTX 

g229707 

145 

2.0e-09 

82 

40 

Bean pod mottle virus 
40502 

LIB3138-050-Q1-N1-E4 

BLASTX 

gl38364 

233 



6343 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



1.0e-19 

50 

82 

GENOME POLYPROTEIN M {CONTAINS: COAT PROTEIN VP37; COAT 
PROTEIN VP23) >gi_75639_pir_GNWXG7 genome polyprotein M 
bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40503 

LIB3138-050-Q1-N1-F1 

BLASTX 

gl38364 

184 

5.0e-37 

124 

70 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 
PROTEIN VP23J >gi_75639_pir_GNWXG7 genome polyprotein M 
bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40504 

LIB3138-050-Q1-N1-F11 

BLASTX 

g4097880 

143 

3.0e-09 

64 

48 

(U70866) polyprotein [Bean pod mottle virus] 
40505 

LIB3138-050-Q1-N1-F5 

BLASTX 

gl32951 

581 

3.0e-60 

128 

86 

60S RIBOSOMAL PROTEIN L16 (YL16) (39A) (RP39) 

>gi_2119108_pir S59767 ribosomal protein Lll.e.A, 

cytosolic - yeast (Saccharomyces cerevisiae) >gi 914973 
(U32445) 60S ribosomal protein L16 (Swiss Prot . accession 
number P06380) [Saccharomyces cerevisiae] 

40506 

LIB3138-050-Q1-N1-G1 

BLASTX 

g4097880 

231 

8.0e-29 

121 

63 

(U70866) polyprotein [Bean pod mottle virus] 
40507 

LIB3138-050-Q1-N1-G10 



6344 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl38364 

256 

2.0e-22 

87 

67 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



40508 

LIB3138-050-Q1-N1-G3 

BLASTN 

g210811 

92 

2.0e-44 

236 

85 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



40509 

LIB3138-050-Q1-N1-H1 

BLASTX 

gl38364 

160 

7.0e-ll 

117 

36 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40510 

LIB3138-050-Q1-N1-H2 

BLASTX 

gl38364 

272 

2.0e-37 

96 

70 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40511 

LIB3138-050-Q1-N1-H4 

BLASTX 

g3738215 

359 

2.0e-34 

102 

69 

(AL031853) putative helicase [Schizosaccharomyces pombe] 



6345 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40512 

LIB3138-051-Q1-N1-A2 

BLASTN 

g2318116 

85 

2.0e-40 

137 

91 

Pisum sativum Mg-chelatase subunit 
cds 



D (ChlD) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40513 

LIB3138-051-Q1-N1-A8 

BLASTX 

g3510256 

147 

3.0e-15 

87 
60 

(AC005310) unknown protein [Arabidopsis thaliana] 
40514 

LIB3138-051-Q1-N1-B8 

BLASTX 

g2494243 

343 

2.0e-32 

103 

66 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi__1235573__emb_CAA65434_ (X96614) EFl-alpha translation 
elongation factor [Podospora curvicolla] 

40515 

LIB3138-051-Q1-N1-C7 

BLASTX 

gl23537 

149 

9.0e-10 

89 

42 

12 KD HEAT SHOCK PROTEIN (GLUCOSE AND LIPID-REGULATED 

PROTEIN) >gi_72231_pir HHBY12 heat shock protein 12 - 

yeast (Saccharomyces cerevisiae) >gi__3800_emb_CAA39306_ 
(X55785) hsp!2 [Saccharomyces cerevisiae] >gi_171607 
(M60827) 15 kD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi_559934_emb_CAA86349_ 
(Z46255) hsp!2, glpl, len: 109, CAI: 0.65, HS12_YEAST 
P22943 12 KD HEAT SHOCK PROTEIN [Saccharomyces cerevisiae] 
>gi_836740_dbj_BAA09224_ (D50617) 12KD heat shock protein 
[Saccharomyces cerevisiae ] >gi_l 1007 9 0_dbj_BAA0 8 003_ 
(D44596) 15kD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi_1742028_dbj_BAA14033_ 
(D89864) Sc-Hspl2p [Saccharomyces pastorianus] 



Seq. No. 



40516 



6346 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



LIB3138-051-Q1-N1-D1 

BLASTX 

gl38364 

559 

1.0e-57 

111 
92 

GENOME POLYPROTEIN M {CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Sea No 


40517 


Sea ID 


LIB3138-051-O1-N1-E5 


Method 


BLASTX 


NCBI GI 


g4415924 






T7" tt a 1 na 


A flo — 9 4 


Match length 


xxu 


lueliulty 




NCBI Description 


t/iuuuozoz; putaLive giucosyx uransreras 




thaliana] 


Oc^. LN vj • 


*± \J U J. o 


^^rr TP) 


iilDJl JO UJ1 ^J. 1NJ_ Vj^. 


Method 


BLASTX 


NCBI GI 


gl906600 


i5iji\bi score 




E value 


/ . ue — jy 


Match length 


yo 






jNuni Description 


vuoo/oyj Lyiepis [Aspergillus rumigai-usj 


pan "KTo 


40S1 Q 


Seq. ID 


T.TR^I ^fi-OM -Ol -Nl -HI 0 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


146 


E value 


2.0e-76 


Match length 


334 


% identity 


86 


NCBI Description 


Bean pod mottle virus complete segment 




gene, complete cds 


Seq. No. 


40520 


Seq. ID 


LIB3138-052-Q1-N1-A6 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


115 


E value 


2.0e-12 


Match length 


70 


% identity 


58 



[Arabidopsis 



NCBI Description 



GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



6347 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



40521 

LIB3138-052-Q1-N1-A8 

BLASTN 

gl053215 

128 

3.0e-66 

132 

99 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

40522 

LIB3138-052-Q1-N1-C11 

BLASTN 

gl69362 

54 

1.0e-21 

81 
93 

P. vulgaris PVPR3 protein mRNA, complete cds 
40523 

LIB3138-052-Q1-N1-C6 

BLASTX 

gl38364 

298 

2.0e-27 

79 

76 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus {strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40524 

LIB3138-052-Q1-N1-E2 

BLASTN 

g2924257 

128 

1.0e-65 

168 

94 

Tobacco chloroplast genome DNA 
40525 

LIB3138-052-Q1-N1-E9 

BLASTX 

g3668093 

239 

3.0e-20 

107 

48 

(AC004667) unknown protein [Arabidopsis thaliana] 
40526 

LIB3138-052-Q1-N1-F6 
BLASTN 



6348 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



g210811 
74 

2.0e-33 

250 

83 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40527 

LIB3138-052-Q1-N1-F8 

BLASTX 

g2131776 

172 

2.0e-12 

77 

42 

hypothetical protein YLR099c - yeast (Saccharomyces 
cerevisiae) >gi_1256849 (U53876) Ylr099cp [Saccharomyces 
cerevisiae] >gi_1360481_emb_CAA97 663_ (Z73271) ORF YLR099c 
[Saccharomyces cerevisiae] 

40528 

LIB3138-052-Q1-N1-G5 

BLASTN 

g4406529 

98 

4.0e-48 

106 

98 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

40529 

LIB3138-052-Q1-N1-G6 

BLASTN 

g210811 

71 

1.0e-31 

175 

85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40530 

LIB3138-052-Q1-N1-H7 

BLASTX 

g4417287 

260 

4.0e-23 

68 

71 

(AC007019) unknown protein [Arabidopsis thaliana] 
40531 

LIB3138-053-Q1-N1-A2 

BLASTX 

g2281972 



6349 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



264 

4.0e-23 

62 
85 

(Z98056) 40s ribosomal protein sl5 or s22 
[ S chi zosacchar omy ces pombe ] >gi_2 414 597 _emb_CAB 1 6 5 7 4_ 
(Z99295) 40s ribosomal protein sl5a [S chi zosacchar omyces 
pombe] >gi_3219307_dbj__BAA28848_ (ABO 15353) ribosomal 
protein S22 homolog [Schizosaccharomyces pombe] 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40532 

LIB3138-053-Q1-N1-C1 

BLASTX 

gl38364 

567 

1.0e-58 

122 
84 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40533 

LIB3138-053-Q1-N1-D6 

BLASTX 

gl21736 

418 

4.0e-41 

124 

65 

GLUTATHIONE S-TRANSFERASE 1 (SR8) (CLASS-THETA) 

>gi_99589_pir S16604 glutathione transferase {EC 2.5.1.18) 

CARSR8 - clove pink >gi_18330_emb_CAA4127 9_ (X58390) 
glutathione s-transf erase [Dianthus caryophyllus] 
>gi_167968 (M64268) glutathione transferase [Dianthus 
caryophyllus] 

40534 

LIB3138-053-Q1-N1-E1 

BLASTX 

g2498731 

223 

3.0e-18 

69 

61 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



40535 

LIB3138-053-Q1-N1-E3 

BLASTX 

gl076510 

380 

8.0e-37 



6350 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 
72 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp - kidney bean 
>gi_829119_emb_CAA52414_ (X74403) cyclophilin [Phaseolus 
vulgaris] 

40536 

LIB3138-053-Q1-N1-F5 

BLASTX 

g731089 

349 

4.0e-33 

125 

54 

D-MANNONATE OXIDOREDUCTASE ( FRUCTURONATE REDUCTASE) 

>gi__1363395__pir S56548 D-mannonate oxidoreductase uxuB - 

Escherichia coli >gi_537164 (U14003) D-mannonate 
oxidoreductase [Escherichia coli] >gi_1790779 (AE000503) 
D-mannonate oxidoreductase [Escherichia coli] 
>gi_1841885_dbj_BAA02591_ (D13329) Mannonate oxidoreductase 
[Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



40537 

LIB3138-053-Q1-N1-G7 

BLASTX 

g20729 

229 

4.0e-19 

94 

61 

(X15190) precursor (AA -68 to 337) 



[Pisum sativum] 



40538 

LIB3138-053-Q1-N1-H8 

BLASTN 

g210811 

131 

2.0e-67 

323 

85 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



40539 

LIB3138-054-Q1-N1-B12 

BLASTN 

g210811 

86 

1.0e-40 

359 

83 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40540 

LIB3138-054-Q1-N1-B3 
BLASTX 



6351 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



g2244807 
196 

4.0e-31 

114 

56 

(Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40541 

LIB3138-054-Q1-N1-D1 

BLASTX 

gl38364 

457 

1.0e-45 

131 

69 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



oeq. jno. 


A n R A 0 




LlDjJ. jo U J4 \J ± LN J. UO 


Meal - Vi nH 




NCBI GI 


g602564 


BLAST score 


114 






riancn j_engrn 




identity 


O / 


"Mf T3T naooy! r-\+- -i /-\t-i 

in^ox uescription 


u.paraaisi (Macr; iinux gene 


beq. No. 


4Uo4o 


Seq. ID 


T.TR^I ^fi-ORd-OI -N1 -F4 

LlDJl JO UJ4 St- 1 - JW J- £-> ^ 


Method 


BLASTX 


NCBI GI 


g!854443 


BLAST score 


205 


E value 


3.0e-16 


Match length 


118 


% identity 


39 


NCBI Description 


(D83970) CPRD8 protein [Vigna 


Seq. No. 


40544 


Seq. ID 


LIB3138-054-Q1-N1-E7 


Method 


BLASTN 


NCBI GI 


gll73649 


BLAST score 


114 


E value 


3.0e-57 


Match length 


114 


% identity 


100 


NCBI Description 


Glycine max lipoxygenase mRNA 


Seq. No. 


40545 


Seq. ID 


LIB3138-054-Q1-N1-F2 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


225 


E value 


4.0e-19 


Match length 


72 



3 T end 



6352 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

(U70866) 



polyprotein [Bean pod mottle virus] 



40546 

LIB3138-054-Q1-N1-G10 

BLASTN 

g4097879 

43 

6.0e-15 

55 

95 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40547 

LIB3138-054-Q1-N1-G8 

BLASTN 

g210811 

119 

3.0e-60 

367 

83 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40548 

LIB3138-054-Q1-N1-G9 

BLASTN 

g4097879 

51 

8.0e-20 

95 

88 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40549 

LIB3138-054-Q1-N1-H4 

BLASTN 

g4097879 

56 

6.0e-23 

80 
93 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40550 

LIB3138-054-Q1-N1-H7 

BLASTN 

g210811 

107 

4.0e-53 

308 

85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



6353 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40551 

LIB3138-055-Q1-N1-B1 

BLASTN 

g210811 

191 

1.0e-103 

343 
89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


40552 


Seq. ID 


LIB3138-055-Q1-N1-D12 


Method 


BLASTX 


NCBI GI 


g3834324 


BLAST score 


192 


E value 


7.0e-15 


Match length 


78 


% identity 


46 


NCBI Descrintion 


(AC0056791 Similar to ah fafa77in=! n-rntpin 






Seq. No. 


40553 


Seq. ID 


LIB3138-055-Q1-N1-F4 


Method 


BLASTX 


NCBI GI 


g3075398 


BLAST score 


152 


E value 


6. Oe-10 


Match length 


67 


% identity 


39 


NCBI Descrintion 


( AC004 4 fi 4 ) nn known nrnt" Pin r Arahi Hon<? "i thsl i ansl 


Seq. No. 


40554 


.Seq. ID 


LIB3138-055-Q1-N1-F7 


Method 


BLASTN 


NCBI GI 


g312988 


BLAST score 


81 


E value 


1.0e-37 


Match length 


88 


% identity 


99 


NCBI Description 


G.max mRNA for beta-tubulin, partial cds 


Seq. No. 


40555 


Seq. ID 


LIB3138-055-Q1-N1-H3 


Method 


BLASTX 


NCBI GI 


g3746063 


BLAST score 


182 


E value 


2.0e-13 


Match length 


49 


% identity 


65 


NCBI Description 


(AC005311) unknown protein [Arabidopsis thaliana] 


Seq. No. 


40556 


Seq. ID 


LIB3138-056-Q1-N1-A1 


Method 


BLASTX 


NCBI GI 


g4097880 



6354 



CI 



BLAST score 


609 


E value 


2.0e-63 


Match length 


137 


% identity 


84 


NCBI Description 


(U70866) polyprotein [Bean pod mottle v 


Seq. No* 


40557 


Seq. ID 


LIB3138-056-Q1-N1-A2 


Method 


BLASTX 


NCBI GI 


g3033513 


BLAST score 


350 


E value 


3.0e-33 


Match length 


102 


% identity 


73 


NCBI Description 


(AF041068) rubisco activase [Phaseolus 


Seq. No. 


40558 


Seq. ID 


LIB3138-056-Q1-N1-A7 


Method 


BLASTN - 


NCBI GI 


g4097879 


BLAST score 


163 


E value 


2.0e-86 


Match length 


386 


% identity 


86 


NCBI Description 


Bean pod mottle virus complete segment 




gene, complete cds 


Sea. No. 


40559 


Seq. ID 


LIB3138-056-Q1-N1-A9 


Method 


BLASTX 


NCBI GI 


g3805853 


BLAST score 


434 


E value 


5.0e-43 


Match length 


111 


% identity 


77 


NCBI Description 


(AL031986) putative protein [Arabidopsi 


Seq. No. 


40560 


Seq. ID 


LIB3138-056-Q1-N1-B11 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


136 


E value 


2.0e-70 


Match length 


386 


% identity 


84 


NCBI Description 


Bean pod mottle virus coat protein gene 




complete middle component (M) RNA 


Sea No 


40561 


Seq. ID 


LIB3138-056-Q1-N1-B5 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


258 


E value 


1.0e-143 


Match length 


398 


% identity 


91 



RNA1 polyprotein 



complete cds, 



NCBI Description Glycine max ribulose-1, 5-bisphosphate carboxylase small 



6355 



subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40562 

LIB3138-056-Q1-N1-B7 

BLASTX 

gl38364 

181 

3.0e-25 

117 

58 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40563 

LIB3138-056-Q1-N1-D10 

BLASTN 

g4097879 

177 

6.0e-95 

389 

86 

Bean pod mottle virus complete segment RNAl polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40564 

LIB3138-056-Q1-N1-D3 

BLASTN 

gl055367 

325 

0.0e+00 

373 

97 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 


40565 


Seq. ID 


LIB3138-056-Q1-N1-D8 


Method 


BLASTX 


NCBI GI 


gl350785 


BLAST score 


208 


E value 


1.0e-16 


Match length 


76 


% identity 


59 


NCBI Description 


60S RIBOSOMAL PROTEIN 


Seq. No. 


40566 


Seq. ID 


LIB3138-056-Q1-N1-D9 


Method 


BLASTX 


NCBI GI 


g2827143 


BLAST score 


245 


E value 


6.0e-22 


Match length 


88 


% identity 


66 


NCBI Description 


(AF027174) cellulose 



(L14B) 



[Arabidopsis thaliana] 



6356 



CI 



Seq. No. 


40567 


Seq. ID 


LIB3138-056-Q1-N1-F1 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


55 


E value 


2.0e-22 


Match length 


155 


% identity 


84 


NCBI Description 


Bean pod mottle virus coat protein gene, complete cds, 




complete middle component (M) RNA 


Seq. No. 


40568 


Seq. ID 


LIB3138-056-Q1-N1-G5 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


82 


E value 


2.0e-38 


Match length 


178 


% identity 


87 


NCBI Description 


Bean pod mottle virus coat protein gene, complete cds, 




comolete middle comDonent (M} RNA 


Seq. No. 


40569 


Seq. ID 


LIB3138-056-Q1-N1-H1 


Method 


BLASTX 


NCBI GI 


g3297819 


BLAST score 


174 


E value 


1.0e-12 


Match length 


99 


% identity 


43 


NCBI Description 


(AL031032) protein kinase — like protein [Arabidopsis 




thaliana] 


Seq. No. 


40570 


Seq. ID 


LIB3138-056-Q1-N1-H2 


Method 


BLASTX 


NCBI GI 


g4335722 


BLAST score 


177 


E value 


7.0e-13 


Match length 


99 


% identity 


42 


NCBI Description 


fAC00624R^ hvnnt*hpf "i f^l nrnfpi n r Srah-i Hone;-! q i anal 


Seq. No. 


40571 


Seq. ID 


LIB3138-057-Q1-N1-A12 


Method 


BLASTX 


NCBI GI 


g3850778 


BLAST score 


168 


E value 


6.0e-12 


Match lenath 


58 


% identity 


57 


NCBI Description 


(Y18346) gluaredoxin [Lycopersicon esculentum] 


Seq. No. 


40572 


Seq. ID 


LIB3138-057-Q1-N1-A5 


Method 


BLASTN 



6357 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



II 

gl69036 
87 

2.0e-41 
253 



Pisum sativum L. aldolase gene, 3' end cds 
40573 

LIB3138-057-Q1-N1-C4 

BLASTX 

gl35181 

247 

3.0e-21 
114 

39 

VALYL-TRNA SYNTHETASE (VALINE — TRNA LIGASE) (VALRS) 
>gi_143797 (M16318) valyl-tRNA synthetase [Bacillus 
stearothermophilus ] 

40574 ir 

LIB3138-057-Q1-N1-C9 

BLASTX 

g3367793 

358 

4.0e-34 

82 
82 

(AL031154) 40s ribosomal protein s27 type 
[Schizosaccharomyces pombe] 

40575 

LIB3138-057-Q1-N1-F10 

BLASTN 

g4097879 

169 

4.0e-90 

353 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40576 

LIB3138-057-Q1-N1-F12 

BLASTN 

g4097879 

72 

3.0e-32 

199 

88 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40577 

LIB3138-057-Q1-N1-H4 

BLASTN 

g210811 

103 



6358 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



9.0e-51 

279 
84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40578 

LIB3138-057-Q1-N1-H6 

BLASTX 

g2651310 

200 

1.0e-15 

98 
39 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40579 

LIB3138-059-Q1-N1-A11 

BLASTX 

g2569955 

390 

6.0e-38 

105 

73 

(X98860) isocitrate lyase 



[Coprinus cinereus] 



40580 

LIB3138-059-Q1-N1-A2 

BLASTX 

g2613143 

203 

3.0e-16 

52 

67 

(AF030548) tubulin [Oryza sativa] 
40581 

LIB3138-059-Q1-N1-A3 

BLASTN 

g3236477 

69 

1.0e-30 

197 

89 

Gossypium hirsutum 26S protease regulatory subunit 
mRNA, partial cds 

40582 

LIB3138-059-Q1-N1-A5 

BLASTX 

g229708 

136 

1.0e-08 

46 

57 

Bean pod mottle virus 



(PRA2) 



6359 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40583 

LIB3138-059-Q1-N1-A6 

BLASTN 

g2108U 

130 

5.0e-67 

242 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40584 

LIB3138-059-Q1-N1-B12 

BLASTN 

g210811 

234 

1.0e-129 

384 

90 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40585 

LIB3138-059-Q1-N1-B9 

BLASTN 

g256142 

38 

3.0e-12 

78 

87 

cytosolic glutamine synthetase 
Prize, mRNA, 1450 nt] 



[Glycine max-soybeans, var 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40586 

LIB3138-059-Q1-N1-E3 

BLASTX 

g3522929 

487 

2.0e-49 

97 

92 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

40587 

LIB3138-059-Q1-N1-F6 

BLASTX 

g231660 

186 

5.0e-14 

102 
27 

HYPOTHETICAL 226 KD PROTEIN (ORF 1901) 



Seq. No. 



40588 



6360 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-059-Q1-N1-G6 

BLASTX 

gl38364 

203 

2.0e-16 

58 
72 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40589 

LIB3138-059-Q1-N1-G7 

BLASTN 

g210811 

51 

8.0e-20 

91 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


40590 


Seq. ID 


LIB3138-059-Q1-N1-H9 


Method 


BLASTX 


NCBI GI 


g3643608 


BLAST score 


202 


E value 


6.0e-16 


Match length 


82 


% identity 


51 


NCBI Description 


(AC005395) hypotheti 


Seq. No. 


40591 


Seq. ID 


LIB3138-060-Q1-N1-F6 


Method 


BLASTX 


NCBI GI 


g3024875 


BLAST score 


160 


E value 


2.0e-ll 


Match length 


70 


% identity 


41 


NCBI Description 


HYPOTHETICAL 65.0 KD 



>gi_l 2 0 8 4 7 8_db j _BAA1 0 6 4 6_ 
sp-] 



(D64004) ABCl-like [Synechocystis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40592 

LIB3138-060-Q1-N1-G11 

BLASTX 

gl38364 

502 

4.0e-51 

111 

84 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



6361 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40593 

LIB3138-060-Q1-N1-G3 

BLASTN 

gl419348 

84 

1.0e-39 

200 
85 

V.vinifera mRNA for ferredoxin-dependent glutamate synthase 
(clone pGOGATl) 

40594 

LIB3138-060-Q1-N1-H2 

BLASTN 

g210811 

88 

5.0e-42 

192 
86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40595 

LIB3138-060-Q1-N1-H7 

BLASTN 

g4038468 

51 

3.0e-20 

91 

89 

Porteresia coarctata histone H3 mRNA, complete cds 
40596 

LIB3138-061-Q1-N1-A8 

BLASTX 

gl38364 

525 

9.0e-54 

116 

84 

GENOME POLYPROTEIN % (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40597 

LIB3138-061-Q1-N1-B12 

BLASTX 

g2500465 

214 

8.0e-18 

52 
73 

40S RIBOSOMAL PROTEIN S13 >gi_1742935_emb_CAA64365_ 
(X94704) 40S ribosomal protein S13 [Agaricus bisporus] 



6362 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40598 

LIB3138-061-Q1-N1-C7 

BLASTX 

gl731071 

181 

3.0e-13 

111 

37 

HYPOTHETICAL 47.0 KD PROTEIN IN GLNQ-ANSR INTERGENIC REGION 
>gi_1303959_dbj_BAA12614_ (D84432) YqjH [Bacillus subtilis] 
>gi_2634822_emb_CAB14319_ (Z99116) similar to DNA-damage 
repair protein [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40599 

LIB3138-061-Q1-N1-E11 

BLASTX 

g3445200 

470 

3.0e-47 

118 

76 

(AC004786) 
thaliana] 



putative squalene epoxidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40600 

LIB3138-061-Q1-N1-F11 

BLASTN 

g4097879 

115 

3.0e-58 

187 

90 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40601 

LIB3138-061-Q1-N1-H11 

BLASTX 

g730463 

331 

7.0e-31 

99 

62 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



40602 

LIB3138-062-Q1-N1-A11 

BLASTX 

gl38364 

158 

6.0e-ll 

93 



6363 



% identity 

NCBI Description 



II 



46 

GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


40603 


Sea ID 






RT.A9TN 

Diiflu X IN 


NCBI GI 


rr4097R79 


RT . A CJT opnrp 


7Q 


R va 1 no 


-1. » U C -J u 




219 


% identity 


84 


NCBI Description 


Bean pod mottle virus complete segment RNA 




gene, complete cds 


Sea No 


40604 
^_ \j \j u t 


Q&n TD 


T TR^I — 0^9— HI —Ml — Z_Q 




RT.A^TY 

__>i_l_i.v_> J_ _\ 




rr99 1 


£J±Jf±0 X otUIc 




TJ 1 Tra 1 no 

Hi VCl-LLLG 




Match, lenath 


81 


o xuchlj. l y 




NCBI Description 


(AC000348) T7N9.18 [Arabidopsis thaliana] 








ttdqi *^P-n ^9— Ol —Ml — 
LID jIjO UOZ y J. IN J- __)*_ 




OJ-iilO X IN 


NPRT 

lNv_s-J-)-_ vJ -L 


rr440fiR9Q 




£7 


]_. value 


9 fla-OQ 

z . ue — zy 


Ma +* r*Y\ 1 tsnrfhVi 
Lid uuii j_ciiyL.ii 




% identity 


87 


NCBI Description 


Vigna radiata rubisco activase (Rca) mRNA, 




encoding chloroplast protein, complete cds 


Seq. No. 


40606 


Seq. ID 


LIB3138-062-Q1-N1-E2 


Method 


BLASTX 


NCBI GI 


g2347188 


BLAST score 


232 


E value 


2.0e-19 


Match length 


85 


% identity 


51 



chloroplast gene 



NCBI Description 



(AC002338) laccase isolog [Arabidopsis thaliana] 
>gi_3150401 (AC004165) putative laccase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



40607 

LIB3138-062-Ql-Nl^E6 

BLASTX 

g4097880 

390 

5.0e-38 
111 



6364 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

73 

(U70866) polyprotein [Bean pod mottle virus] 
40608 

LIB3138-062-Q1-N1-G7 

BLASTX 

g2495499 

415 

7.0e-41 

111 
66 

HYPOTHETICAL 24.3 KD PROTEIN IN INTF-EAEH INTERGENIC REGION 
>gi_1657487 (U73857) similar to A. nicotinovorans nicotine 
dehydrogenase [Escherichia coli] >gi_1786480 (AE000136) 
putative xanthine dehydrogenase (EC 1.1.1.20) [Escherichia 
coli] 

40609 

LIB3138-062-Q1-N1-H10 

BLASTX 

g2133240 

145 

1.0e-09 

44 

61 

immunoreactive protein - Coccidioides immitis >gi_ll 61374 
(U39835) immunoreactive spherule cell wall protein 
[Coccidioides immitis] >gi_1200180 (U32518) antigen 2 
[Coccidioides immitis] >gi_1256444 (U51200) antigen 2 
[Coccidioides immitis] >gi_2331289 (AF013256) proline rich 

antigen [Coccidioides immitis] >gi_1586922_prf 2205231A 

immunoreactive protein [Coccidioides immitis] 

40610 

LIB3138-062-Q1-N1-H12 

BLASTX 

gl326010 

231 

3.0e-19 

126 
40 

(Z47813) Sec7p [Saccharomyces cerevisiae] 
40611 

LIB3138-063-Q1-N1-A6 

BLASTX 

g3023996 

268 

1.0e-23 

70 

69 

ISOCITRATE DEHYDROGENASE (NADP) , MITOCHONDRIAL PRECURSOR 
(OXALOSUCCINATE DECARBOXYLASE) (IDH) (NADPH — SPECIFIC ICDH) 
(IDP) >gi_2564042_dbj_BAA22945_ (AB004556) mitochondrial 
NADP-linked isocitrate dehydrogenase [Candida tropicalis] 



Seq. No. 



40612 



6365 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-063-Q1-N1-C9 

BLASTN 

g210811 

129 

3.0e-66 

329 

85 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



40613 

LIB3138-063-Q1-N1-D5 

BLASTX 

gl38364 

261 

3.0e-23 

61 

82 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 

40614 

LIB3138-064-Q1-N1-B2' 

BLASTN 

g4097879 

107 

3.0e-53 

231 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40615 

LIB3138-064-Q1-N1-C11 

BLASTN 

g210811 

129 

3.0e-66 
387 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40616 

LIB3138-064-Q1-N1-C8 

BLASTX 

g3367534 

141 

2.0e-15 

65 

72 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsi 
thaliana] 



6366 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40617 

LIB3138-064-Q1-N1-H1 

BLASTN 

g210811 

89 

1.0e-42 

268 
84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



40618 

LIB3138-064-Q1-N1-H9 

BLASTN 

g210811 

55 

2.0e-22 

143 

85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40619 

LIB3138-065-Q1-N1-A3 

BLASTX 

g2997729 

538 

3.0e-55 

123 

82 

(AF054511) ribosomal protein S7 [Yarrowia lipolytica] 
40620 

LIB3138-065-Q1-N1-A7 

BLASTN 

g4097879 

130 

5.0e-67 

258 
88 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40621 

LIB3138-065-Q1-N1-B6 

BLASTN 

gl2147 

48 

2.0e-18 

108 
86 

Pea chloroplast genes for ATP synthetase subunits beta and 
epsilon (atpB and atpE) 

40622 

LIB3138-065-Q1-N1-C12 
BLASTX 



6367 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3758890 
414 

1.0e-40 

131 

57 

(Y14317) catalase/peroxidase [Streptomyces reticuli] 
40623 

LIB3138-065-Q1-N1-C4 

BLASTN 

g4097879 

135 

8.0e-70 

369 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40624 

LIB3138-065-Q1-N1-E11 

BLASTN 

g4097879 

155 

9.0e-82 

410 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40625 

LIB3138-065-Q1-N1-E4 

BLASTX 

gl38364 

369 

1.0e-35 

103 

71 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639jpir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40626 

LIB3138-066-Q1-N1-C2 

BLASTX 

g3876111 

177 

7.0e-13 

97 
38 

(Z54271) similar to signal recognition particle protein 
(SRP54); cDNA EST EMBL:M88956 comes from this gene; cDNA 
EST EMBL:Z14505 comes from this gene; cDNA EST EMBL:Z14541 
comes from this gene; cDNA EST EMBL:Z14549 comes from t... 
>gi_3876124_emb_CAA92301_ (Z68161) similar to signal 
recognition particle protein (SRP54); cDNA EST EMBL:M88956 
comes from this gene; cDNA EST EMBL:Z14505 comes from this 



6368 



II 



gene; cDNA EST EMBL:Z14541 comes from this gene; cDNA EST 
EMBL:Z1454 9 comes from t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40627 

LIB3138-066-Q1-N1-D1 

BLASTN 

g531828 

51 

9.0e-20 

215 

81 

Cloning vector pSportl, complete cds 
40628 

LIB3138-066-Q1-N1-D3 

BLASTX 

g3600054 

388 

1.0e-37 

133 

58 

(AF080120) No definition line found [Arabidopsis thaliana] 
40629 

LIB3138-066-Q1-N1-G12 

BLASTN 

g210811 

136 

2.0e-70 

356 

85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40630 

LIB3138-066-Q1-N1-H12 

BLASTN 

g210811 

91 

1.0e-43 

226 

85 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40631 

LIB3138-066-Q1-N1-H2 

BLASTN 

g4097879 

80 

4.0e-37 

228 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 



40632 



6369 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-066-Q1-N1-H3 

BLASTX 

g4097880 

230 

1.0e-19 

63 

76 

(U70866) 



polyprotein [Bean pod mottle virus] 



40633 

LIB3138-069-P1-N1-A4 

BLAST N 

g210811 

137 

5.0e-71 

352 
86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value- 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



40634 

LIB3138-069-P1-N1-A7 

BLASTN 

g4097879 

87 

3.0e-41 

274 
84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40635 

LIB3138-069-P1-N1-B5 

BLASTN 

g4406529 

190 

1.0e-102 

377 
88 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

40636 

LIB3138-069-P1-N1-C4 

BLASTX 

g2414666 

197 

2.0e-15 

111 

43 

(Z99262) pyridoxal reductase. [Schizosaccharomyces pombe] 
40637 

LIB3138-069-P1-N1-G10 

BLASTX 

gll50375 

160 



6370 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-ll 

91 

21 

(X89811) ssrp2 [Drosophila melanogaster] 
40638 

LIB3138-069-P1-N1-G5 

BLASTN 

g!055367 

143 

1.0e-74 

275 

88 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Od^ • LNU • 
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81 
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53 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


40640 


Seq. ID 


LIB3138-069-P1-N1-H8 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


230 


E value 


5.0e-19 


Match length 


79 


% identity 


65 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


40641 


Seq. ID 


LIB3138-070-P1-N1-A3 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


188 


E value 


1.0e-14 


Match length 


62 


% identity 


60 


NCBI Description 


GENOME POLYPROTEIN M 



PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



40642 

LIB3138-070-P1-N1-A6 

BLASTN 

g210811 

118 

1.0e-59 

290 
86 



6371 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40643 

LIB3138-070-P1-N1-B3 

BLASTX 

gl38364 

576 

1.0e-59 

128 

85 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


40644 


Seq. ID 


LIB3138-070-P1-N1-B8 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


108 




9 . Oe-54 


Match length 


312 


% identity 


84 


NCBI Description 


Bean pod mottle virus coat protein gene, complete cds, 




complete middle component (M) RNA 


Seq. No. 


40645 


Seq. ID 


LIB3138-070-P1-N1-C1 


Method 


BLASTX 


NCBI GI 


g2828147 


BLAST score 


232 


E value 


1.0e-19 


Match length 


72 


% identity 


62 


NCBI Description 


(AF042384) BC-2 protein [Homo sapiens] 


Seq. No. 


40646 


Seq. ID 


LIB3138-070-P1-N1-C10 


Method 


BLASTX 


NCBI GI 


gl352009 


BLAST score 


213 


E value 


1.0e-17 


Match length 


54 


% identity 


78 


NCBI Description 


ATP SYNTHASE A CHAIN (PROTEIN 6) >gi 67916 pir PWKQ6 



H+- transporting ATP synthase (EC 3.6.1.34) protein 6 - 
fungus (Cochliobolus heterostrophus) mitochondrion (SGC3) 
>gi_12870_emb_CAA31791_ (X13439) ATPase subunit 6 (AA 
1-257) [Cochliobolus heterostrophus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



40647 

LIB3138- 

BLASTN 

g210811 

142 

4.0e-74 



070-P1-N1-C5 



6372 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 

250 
89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40648 

LIB3138-070-P1-N1-D8 

BLASTX 

g3915601 

266 

2.0e-23 

111 

50 

ACTIVATOR 1 38 KD SUBUNIT (REPLICATION FACTOR C 38 KD 
SUBUNIT) (Al 38 KD SUBUNIT) (RF-C 38 KD SUBUNIT) (RFC38) 
>gi_1498259 (L07541) replication factor C, 38-kDa subunit 
[Homo sapiens] >gi_4506489_ref_NP_002906. l_pRFC3_ 
replication factor C (activator 1) 3 (38kD) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40649 

LIB3138-070-P1-N1-D9 

BLASTN 

g210811 

179 

4.0e-96 

355 

88 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



40650 

LIB3138-070-P1-N1-E1 

BLASTX 

g4097880 

186 

5.0e-14 

96 

44 

(U70866) polyprotein [Bean pod mottle virus] 
40651 

LIB3138-070-P1-N1-G3 

BLASTN 

g210811 

134 

3.0e-69 

330 

85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40652 

LIB3138-070-P1-N1-H2 

BLASTN 

g210811 

34 

1.0e-09 



6373 



© 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 
87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40653 

LIB3138-070-P1-N1-H8 

BLASTX 

g4097880 

357 

3.0e-34 

98 

74 

(U70866) polyprotein [Bean pod mottle virus] 
40654 

LIB3138-071-P1-N1-B1 

BLASTN 

g210811 

114 

3.0e-57 

317 

84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40655 

LIB3138-071-P1-N1-B11 

BLASTN 

g4406529 

111 

2.0e-55 

332 

84 

Vigna radiata rubisco act i vase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

40656 

LIB3138-071-P1-N1-C11 

BLASTN 

g210811 

135 

7.0e-70 

363 

84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40657 

LIB3138-071-P1-N1-D11 

BLASTX 

gl38364 

416 

7.0e-41 

96 
78 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 



6374 



# 



PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean poci mottle virus] 



Seq. No. 


40658 


Seq. ID 


LIB3138-071-P1-N1-F2 


Method 


BLAST N 


NCBI GI 


gl8551 


BLAST score 


88 


E value 


4.0e-42 


Match length 


126 


% identity 


98 


NCBI Description 


Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 




protein 


Seq. No. 


40659 


Seq. ID 


LIB3138-071-P1-N1-F6 


Method 


BLASTN 


NCBI GI 


gl70087 


BLAST score 


254 


E value 


1.0e-141 


Match length 


309 


% identity 


96 


NCBI Description 


G.max vegetative storage protein mRNA (VSP25 gene) 


Seq. No. 


40660 


Seq. ID 


LIB3138-071-P1-N1-F8 


Method 


BLASTX 


NCBI GI 


g!38364 


BLAST score 


369 


E value 


2.0e-35 


Match length 


114 


% identity 


71 


NCBI Description 


GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 




PROTEIN VP23) >gi 75639 pir GNWXG7 genome polyprotein M 




bean pod mottle virus (strain Kentucky G7) >gi 210812 




(M62738) coat protein [Bean pod mottle virus] 


Seq. No. 


40661 


Seq. ID 


LIB3138-072-P1-N1-A11 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


155 


E value 


3.0e-13 


Match length 


73 


% identity 


63 


NCBI Description 


GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 




PROTEIN VP23) >ai 75639 nir GNWXG7 aenome Dolvorotein M 




bean pod mottle virus (strain Kentucky G7) >gi_210812 




(M62738) coat protein [Bean pod mottle virus] 


Seq. No. 


40662 


Seq. ID 


LIB3138-072-P1-N1-A3 


Method 


BLASTN 


NCBI GI 


g609224 


BLAST score 


120 


E value 


7.0e-61 



6375 



Match length 

% identity 

NCBI Description 



© 

259 
87 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



complete cds, 



40663 

LIB3138-072-P1-N1-A5 

BLASTN 

g210811 

65 

2.0e-28 

145 

86 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 

40664 

LIB3138-072-P1-N1-D7 

BLASTX 

gl527217 

146 

2.0e-12 

78 

44 

(U68217) ferritin [Brassica napus] 



40665 

LIB3138-072-P1-N1-D8 

BLASTN 

g4097879 

47 

2.0e-17 

83 
89 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40666 

LIB3138-072-P1-N1-E4 

BLASTN 

gl70087 

208 

1.0e-113 

273 

93 

G.max vegetative storage protein mRNA (VSP25 gene) 



40667 

LIB3138-072-P1-N1-E9 

BLASTN 

g4406529 

89 

2.0e-42 

237 

85 

Vigna radiata rubisco activase 



(Rca) mRNA, chloroplast gene 



6376 



© 



encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40668 

LIB3138-072-P1-N1-F1 

BLASTN 

g210811 

212 

1.0e-116 

403 

88 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40669 

LIB3138-072-P1-N1-F11 

BLASTX 

gl38364 

179 

2.0e-13 
41 

88 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


40670 


Seq. ID 


LIB3138-072-P1-N1-F3 


Method 


BLASTX 


NCBI GI 


g2262105 


BLAST score 


261 


E value 


1.0e-22 


Match length 


100 


% identity 


52 


NCBI Description 


(AC002343) unknown protein 


Seq. No. 


40671 


Seq. ID 


LIB3138-072-P1-N1-F8 


Method 


BLASTX 


NCBI GI 


g2655169 


BLAST score 


221 


E value 


5.0e-18 


Match length 


65 


% identity 


65 


NCBI Description 


(AF025809) glyceraldehyde- 




[Drosophila pseudoobscura] 


Seq. No. 


40672 


Seq. ID 


LIB3138-072-P1-N1-G7 


Method 


BLASTX 


NCBI GI 


g229707 


BLAST score 


201 


E value 


3.0e-16 


Match length 


60 


% identity 


62 


NCBI Description 


Bean pod mottle virus 



6377 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40673 

LIB3138-073-P1-N1-A1 

BLASTX 

gl502421 

172 

3.0e-12 

72 
49 

(U59433) 3-ketoacyl-acyl carrier protein reductase 
[Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40674 

LIB3138-073-P1-N1-A2 

BLASTX 

g3600059 

150 

4.0e-10 

50 

60 

(AF080120) contains similarity to WB domains, G-beta 
repeats (Pfam: G-beta. hmm, score: 14.83 and 23.03) 
[Arabidopsis thaliana] 

40675 

LIB3138-073-P1-N1-B7 

BLASTX 

gl706130 

293 

1.0e-26 

74 

76 

CDPK-RELATED PROTEIN KINASE (PK421) >gi_2129917_pir S60052 

calcium- dependent protein kinase homolog - carrot 
>gi_1103386_erob_CAA58750_ (X83869) CDPK-related protein 
kinase [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40676 

LIB3138-073-P1-N1-D6 

BLASTN 

g210811 

38 

4.0e-12 

78 
88 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



40677 

LIB3138-073-P1-N1-E4 

BLASTN 

g4097879 

52 

3.0e-20 

136 

93 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



6378 



CI 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
..Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40678 

LIB3138-073-P1-N1-E8 

BLASTX 

g4097880 

142 

4.0e-09 

66 

45 

(U70866) polyprotein [Bean pod mottle virus] 
40679 

LIB3138-073-P1-N1-F4 

BLASTN 

g4097879 

129 

2.0e-66 

229 

89 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40680 

LIB3138-073-P1-N1-G3 

BLASTN 

g210811 

40 

2.0e-13 

115 

84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40681 

LIB3138-073-P1-N1-G5 

BLASTX 

gl38364 

347 

3.0e-33 

82 

78 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40682 

LIB3138-073-P1-N1-H12 

BLASTX 

gl353352 

198 

2.0e-15 

48 
79 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



6379 



Seq. No. 


40683 


beq. iu 


JjibOlOO - U / 3— fx— INI— nZ 






NCBI GI 


g4097880 


BLAST score 


216 


E value 


9 . Oe-18 


Match length 


77 


% identity 


61 


NCBI Description 


(U/LJooo) polyprotem 


Seq. No. 


40684 


beq. ID 


t tdOI oo mo rn *vm lto 
liXBolJo-U /o— Pl-Nl-HJ 


Method. 


OT A O rnM 
tSliAb 1 N 




gz iUo ii 


BLAST score 


123 


E value 


9.0e-63 


Match length 


271 


% identity 


86 


NCBI Description 


Bean pod mottle virus 




complete middle compoi 


Seq. No. 


40685 


beq. Iu 


LIBolio-0 / 4-Pl-Nl-Ao 


Method 


OT 7\ OT1V 


NCBI GI 


g229708 


BLAST score 


176 


E value 


8 . Oe-13 


Match length 


75 


% identity 


51 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


40686 


Seq. ID 


LIBol3o-07 4-Pl-Nl-A6 


Method 


qt i\n m»T 

BLAbTN 




rr91 fiS 1 1 


BLAST score 


134 


E value 


4.0e-69 


Match length 


327 


% identity 


87 


NCBI Description 


Bean pod mottle virus 



(M) RNA 



complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40687 

LIB3138-074-P1-N1-C11 

BLASTN 

g210811 

216 

1.0e-118 

400 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



40688 

LIB3138-074-P1-N1-F7 

BLASTN 

g210811 



6380 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



121 

1.0e-61 

269 
87 

Bean pod mottle virus coat protein gene, complete cds f 
complete middle component (M) RNA 

40689 

LIB3138-0T4-P1-N1-G5 

BLASTN 

g4097879 

60 

4.0e-25 

156 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 


40690 


Seq. ^ID 


LIB3138-075-P1-N1-B10 


Method 


BLASTX 


NCBI GI 


g2462760 


BLAST score 


157 


E value 


1.0e-10 


Match length 


56 


% identity 


48 


NCBI Description 


(AC002292) Hypothetical protei 


Seq. No. 


40691 


Seq. ID 


LIB3138-075-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


200 


E value 


4.0e-16 


Match length 


58 


% identity 


71 


NCBI Description 


GENOME POLYPROTEIN M (CONTAINS 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



COAT PROTEIN VP37; COAT 

PROTEIN VP23), >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky GI) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40692 

LIB3138-075-P1-N1-F1 

BLASTN 

g210811 

63 

6.0e-27 

231 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40693 

LIB3138-075-P1-N1-H11 

BLASTN 

g4097879 

67 



6381 



E value 
Match length 
% identity 
NCBI Description 



2.0e-29 

139 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40694 

LIB3138-075-P1-N1-H12 

BLASTX 

g3121844 

193 

7.0e-15 

102 
41 

PHOSPHATIDATE CYTI DYLYLTRANS FERASE (CDP-DIGLYCERIDE 
SYNTHETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE) 
(CDP-DIACYLGLYCEROL SYNTHASE) (CDS) (CTP : PHOSPHATIDATE 
CYTI DYLYLTRANS FERASE) {CDP-DAG SYNTHASE) 
>gi_1652668_dbj_BAA17588_ (D90907) phosphatidate 
cytidylyltransf erase [Synechocystis sp. ] 



oeq. iNo. 






LIR3138-079-P1-N1-A1 


Mot V> piH 
lit; Liiuu 


RT.ASTX 


NCBI GI 


g3298443 


BLAST score 


204 


X? tT^ 1 HO 

£j ValUc 


i n^-i f> 


Marcn lengm 


0 i 


% identity 


7 ft 


wldi uescnpi-ion 






tabacum] 


Seq. No. 


40696 


Seq. ID 


LIB3138-079-P1-N1-B7 


Method 


BLASTX 


NCBI GI 


g2208899 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


103 


% identity 


33 


NCBI Description 


(ABO 04 7 95) dipeptidyl 


Seq. No. 


40697 


Seq. ID 


LIB3138-079-P1-N1-B8 


Method 


BLASTN 


NCBI GI 


g4325340 


BLAST score 


99 


E value 


2.0e-48 


Match length 


242 


% identity 


87 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


40698 


Seq. ID 


LIB3138-079-P1-N1-C4 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


145 



chloroplast ribosomal protein L17 [Nicotiana 



6382 



E value 


8 . Oe-76 


Match length 


273 


% identity 


88 


NCBI Description 


Bean pod mottle virus complete segment RNA1 polyj 




gene, complete cds 


Seq. No. 


40699 


Seq. ID 


LIB3138-079-P1-N1-D1 


Method 


BLASTN 


NCBI GI 


gl022364 


BLAST score 


209 


E value 


1.0e-114 


Match length 


328 


% identity 


92 


NCBI Description 


V.faba mRNA for sucrose phosphate synthase 


Seq. No . 


40700 


Seq. ID 


LIB3138-07 9-P1-N1-D2 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


196 


E value 


4.0e-15 


Match length 


54 


% identity 


59 


NCBI Description 


(AF049930) PGP237-11 [Petunia x hybrida] 


Sea No 


40701 


Seq. ID 


LIB3138-079-P1-N1-E10 


Method 


BLASTX 


NCBI GI 


g2956770 


BLAST score 


203 


E value 


5.0e-16 


Match length 


94 


% identity 


48 


NCBI Description 


(AL022103) putative protein transport protein 




[Schizosaccharomyces pombe] 


Seq. No. 


40702 


Seq. ID 


LIB3138-079-P1-N1-G12 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


119 


E value 


2.0e-60 


Ma t ch length 


279 


% identity 


86 


NPBT sprint ion 


Bean pod mottle virus coat protein gene, complet 




complete middle component (M) RNA 


Seer. No. 


40703 


Seq. ID 


LIB3138-079-P1-N1-G7 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


435 


E value 


3.0e-43 


Match length 


115 


% identity 


72 



NCBI Description GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 



6383 



PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40704 

LIB3138-079-P1-N1-H2 

BLASTN 

g210811 

95 

6.0e-46 

344 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


40705 


Seq. ID 


LIB3138-080-P1-N1-A6 


M^t hod 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


347 


R va 1 np 

J— 1 V Q -L. 


5 0e-33 


Match length 


96 


& i Hpn t" "i t v 


72 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


40706 


kj \^ ^ * X \J 


LIB3138-080-P1-N1-C9 


J- -1 1.11UU 


BLASTX 


NCBI GI 


a3152584 


ULITlWi O w W X> \^ 


153 


JZj V CL J_ U. C- 


4 . 0e-10 


Match length 


44 


@; -i Hprii - i t v 


70 


NCBI Description 


(AC002986) YUP8H12R.! 


Sea No. 


40707 


Seq. ID 


LIB3138-080-P1-N1-E8 


Method 


BLASTN 


NCBI GI 


g862479 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


60 


% identity 


90 


NCBI Description 


Glycine max valosin-< 


Seq. No. 


40708 


Seq. ID 


LIB3138-080-P1-N1-G3 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


170 


E value 


1.0e-17 


Match length 


98 


% identity 


54 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


40709 


Seq. ID 


LIB3138-081-P1-N1-A3 



6384 





BLASTN 


NCBI GI 


Q4097879 


BLAST score 


153 


E value 


1.0e-80 


M^toh 1 pnnth 


364 


& "i Hpni~ "i 1~v 


85 


NPRT np^rri r*>t i nn 


Bean nod mottle virus coniDlete secrment RNA1 oolvorotein 




gene, complete cds 


Qprr Mrt 

lij C ">J » J. 1 * w « 


40710 


Sea. ID 


LIB3138-081-P1-N1-A7 


Method 


BLASTN 


NCBI GI 


g2894303 


BLAST score 


83 


E value 


6.0e-39 


Mstph 1 pnrrth 


193 


Sr "1 Hpnt" 1 t~ V 


25 


NCBI Description 


Nicotiana tabacuin TUQG2 gene, complete CDS 




4071 1 


Seq. ID 


LIB3138-081-P1-N1-B7 


Method 


BLASTN 


NCBI GI 


g296336 


BLAST score 


118 


F. va 1 up 


1. Oe-59 


L id i— j_ triiy 


295 






J.N J. \^ ij W X. JU K*' V. J- V X X 


A.nidulans gene for core histone for H3 




40712 


C prf TP) 


T.TR^I ^R-Oftl -PI -N1 -PR 


Mpthod 


BLASTX 


NCBI GI 


rrl ^ft^fid 




255 


F 1 np 


2 Oe-22 


Match length 


81 


% identity 


64 




GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 


PROTKTN VP9^^ >ai 7S6^Q nir GNWXG7 aenome Dolviorotein ] 




V>o 3 tj ti^H Trm"l~ t*l o tt i y*i iq f Qt rsi n PToti"! - n r* \c\r } *>ct "1 2 T Oft 1 ? 




(M62738) coat protein [Bean pod mottle virus] 


Q a rr M^~s 
OCCJ. 1NO • 


4071 ? 


Seq. ID 


LIB3138-081-P1-N1-E2 


MpthoH 

LIU L il **-JL 


BLASTX 


NFPRT CT 

lN^OX OX 


rrl 1 ^60? 


BLAST score 


320 


E value 


1.0e-29 


Lid L^H XCll^Lll 


70 


§; n ri^nt" "i +■ \/ 

o XUCliL>X uy 


81 


NTfRT Flo cpri r~\f~ n An 
INV^IOX UcoUIipLXUU 


THTOT. PRfiTFA^F flT,Fn"RATW PRFrnR9DR >rri 1 Q0?1 emb rAA2880 




(X05167) aleurain [Hordeum vulgare] 


Seq. No. 


40714 


Seq. ID 


LIB3138-081-P1-N1-H2 


Method 


BLASTN 


NCBI GI 


gl2139 



M 



6385 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201 

1.0e-109 

313 
91 

Pea plastid genes rps2, atpl, atpH, atpF, atpA, trnR and 
trnG coding for ribosomal protein S2, one CF(1) and three 
CF(O) subunits of ATP synthase and tRNA-Arg and tRNA-Gly 

40715 

LIB3138-082-P1-N1-B11 

BLASTX 

g3123310 

225 

1.0e-18 

116 

40 

PUTATIVE FLAVOPROTEIN C26F1.14C 
40716 

LIB3138-082-P1-N1-C12 

BLASTX 

gl34822 

390 

6.0e-38 

85 

86 

GTP-BINDING NUCLEAR PROTEIN SPI1 >gi_101078_pir A40039 

spil hypothetical protein - fission yeast 
{Schizosaccharomyces pombe) >gi_2 9932 l_bbs__1281 66 
GTPase=spil gene product [Schizosaccharomyces pombe, 
Peptide, 216 aa] >gi_4490658_emb_CAB38683 . 1_ (AL035675) 
gtp-binding nuclear protein spil. [Schizosaccharomyces 
pombe] 

40717 

LIB3138-082-P1-N1-C7 

BLASTN 

g4097879 

46 

8.0e-17 

110 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length r 

% identity 

NCBI Description 



40718 

LIB3138-082-P1-N1-F6 

BLASTN 

gl70083 

297 

1.0e-166 

373 
97 

Soybean (clone E15) urease (ure) gene, exons 2,3 and 4 and 
partial cds 



Seq. No. 



40719 



6386 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-082-P1-N1-G11 

BLASTX 

g3434975 

250 

2.0e-21 

67 
66 

(AB008107) ethylene responsive element binding factor 5 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



40720 

LIB3138-082-P1-N1-G2 

BLASTN 

g4406529 

120 

7.0e-61 

299 
85 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

40721 

LIB3138-082-P1-N1-H11 

BLASTN 

g3128141 

38 

5.0e-12 

106 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQD22, complete sequence [Arabidopsis thaliana] 

40722 

LIB3138-082-P1-N1-H4 

BLASTX 

gl38364 

350 

2.0e-33 

95 

74 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639__pir GNWXG7 genome polyprotein M - 

bean pod mottle virus {strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40723 

LIB3138-083-P1-N1-B12 

BLASTX 

g229707 

464 

1.0e-46 

107 
79 



NCBI Description Bean pod mottle virus 



Seq. No. 
Seq. ID 



40724 

LIB3138-083-P1-N1-B8 



6387 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl706110 

467 

5.0e-47 

100 

87 

NON-GREEN PLASTID TRIOSE PHOSPHATE TRANS LOCATOR PRECURSOR 
(CTPT) >gi_1143713 (U13632) non-green plastid 
phosphate/triose-phosphate translocator precursor [Brassica 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40725 

LIB3138-083-P1-N1-D1 

BLASTN 

g3510343 

53 

6.0e-21 

117 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40726 

LIB3138-083-P1-N1-E3 c 

BLASTN 

gl732468 

73 

8.0e-33 

251 
89 

Soybean mRNA for Mg chelatase subunit (46 kD) , complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40727 

LIB3138-083-P1-N1-G3 

BLASTX 

g4097880 

252 

3.0e-22 

73 

68 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40728 

LIB3138-083-P1-N1-H4 

BLASTN 

g2924257 

62 

3.0e-26 

110 
89 

Tobacco chloroplast genome DNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



40729 

LIB3138-084-P1-N1-A10 

BLASTX 

g3294467 

249 



6388 



II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-27 

84 
80 

(U89341) phosphoglucomutase 1 [Zea mays] 
40730 

LIB3138-084-P1-N1-A6 

BLASTN 

g210811 

159 

4.0e-84 

335 

87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40731 

LIB3138-084-P1-N1-B3 

BLASTN 

g210811 

133 

1.0e-68 

305 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40732 

LIB3138-084-P1-N1-B6 

BLASTN 

g210811 

117 

5.0e-59 

329 

84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40733 

LIB3138-084-P1-N1-C10 

BLASTX 

g3006191 

473 

1.0e-47 

111 

81 

(AL022304) 40s ribosomal protein sl6. [Schizosaccharomyces 
pombe] 

40734 

LIB3138-084-P1-N1-D1 

BLASTX 

gl38364 

331 

4.0e-52 

138 

78 



6389 




NCBI Description GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No, 


40735 


Seq. ID 


LIB3138-084-P1-N1-D3 


Mpt hod 


BLASTN 5 


NCBI GI 

V> X-J X \J X> 


g210811 


BLAST score 


140 


E value 

J— J V Q. X. IJL W 


8 . Oe-73 


Match lpnath 


260 


% identity 


88 


NCBI Description 


Bean pod mottle virus coat protein gene, complete cds 




complete middle component (M) RNA 


Seq. No. 


40736 


Sea. ID 


LIB3138-084-P1-N1-D5 


Mpt hi on 


BLASTN 


LN U X v-J X 


a4097879 


BLAST score 


92 


ill V d J. L1C 




rid LUil J. L.J.I 


299 


O J- IX^-Ll L- -L. 1— y 


84 


NPRT Dp <3 pti nt i nn 


Rpan nr\H TTlOttlP V"i "Til S COTTlTllPtP SPOmPTlt RNAl DOlVDrotfi 




rrpnp convolp-te cds 


Seq. No. 


40737 


Spa TD 


LIB3138-084-P1-N1-D7 




SDJLlt\tD X IN 


IN^OX vj X 


y *£. x vj u x x 


RLAST scorp 


124 


T* 1 Tra 1 no 
Hi v 0. x u.c 


3 Op-63 


i. Id U XCliU L.X1 


364 


% i dpnt it v 


84 


NCBI Description 


Bean pod mottle virus coat protein gene, complete cds 




complete middle component (M) RNA 


Spa No 


40738 


Spa TD 


T.TR^I ^R-0R4-P1 -N1 -D8 

IIIOJIJU VJ (J ^ XX L\ X U\J 




RT.ASTy 

DLlTlO X /V 


NCBI GI 


a4097880 


DliflO i. OL-UXC 


227 


Hi Value 


0 • L/C X .7 


Match 1 pnrrth 


103 


% -i Hpnt i t* v 

0 -i- vac i x u. -i- y 


51 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


40739 


Seq. ID 


LIB3138-084-P1-N1-E10 


Method 


BLASTX 


NCBI GI 


g3818624 


BLAST score 


389 


E value 


7.0e-38 


Match length 


101 


% identity 


72 


NCBI Description 


(AF095912) actin related protein 2; ARP2 [Arabidopsis 



6390 



# 



thaliana] 

Seq. No. 40740 

Seq. ID LIB3138-084-P1-N1-E12 

Method BLASTN 

NCBI GI g402752 

BLAST score 24 6 

E value 1.0e-136 

Match length 336 

% identity 96 

NCBI Description G.max gene fusA 

Seq. No. 40741 

Seq. ID LIB3138-084-P1-N1-E2 

Method BLASTX 

NCBI GI g3776557 

BLAST score 305 

E value 5.0e-28 

Match length 100 

% identity 54 

NCBI Description (AC005388) Contains similarity to gi_2924495 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 

Seq. No. 40742 

Seq. ID LIB3138-084-P1-N1-E6 

Method BLASTX 

NCBI GI g3582335 

BLAST score 182 

E value 2.0e-13 

Match length 33 

% identity 91 

NCBI Description (AC005496) unknown protein [Arabidopsis thaliana] 

Seq. No. 40743 

Seq. ID LIB3138-084-P1-N1-E9 

Method BLASTN 

NCBI GI g4097879 

BLAST score 36 

E value 9.0e-ll 

Match length 48 

% identity 94 

NCBI Description Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

Seq. No. 40744 

Seq. ID LIB3138-084-P1-N1-F12 

Method BLASTN 

NCBI GI g984307 

BLAST score 164 

E value 3.0e-87 

Match length 221 

% identity 93 

NCBI Description Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) f photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 



6391 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precurso 
40745 

LIB3138-084-P1-N1-F8 

BLASTX 

gl38364 

551 

8.0e-57 

121 

87 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Q rr Mo 
OGtJ • iMU • 


40746 


n t r\ 
beq. 1JJ 


LlDJl JO U04 irX LN X Oi 


Method 


"RT Z\C!TY 
JDljiT.0 1 A 






BLAoi score 


9 9 £ 
ZZ 0 


E value 


i rid— i q 
i . ue io 


riaT.cn lengLii 


74 


% identity 


ox 


NCBI Description 


tiir UZ UO ft O / pyilUOAdl .K-XIlciofc: LIS.CLUL. 


Seq. No. 


40747 


beq. 1JJ 


LIDjIjO Uo4 irX 1NX oli 


Method 


tjt TV nmy 




gz / dl/jjU 


BiiAbi score 


oy u 


E value 


o . ue JO 


Match iengtn 


XUX 




69 


NCBI Description 


(AC002130) F1N21.15 [Arabidopsis 


Seq. No. 


40748 


Seq. ID 


LIB3138-085-P1-N1-D11 


Method 


BLASTN 


NCBI GI 


g408793 


BLAST score 


90 


E value 


3.0e-43 


Match length 


186 


% identity 


86 


NCBI Description 


Glycine soja chloroplast 3-omega 




(Fad3) mRNA, complete cds 


Seq. No. 


40749 


Seq. ID 


LIB3138-085-P1-N1-F6 


Method 


BLASTN 


NCBI GI 


g4240030 


BLAST score 


44 


E value 


1.0e-15 


Match length 


168 



[Rattus norvegicus] 



% identity 

NCBI Description 



82 

Pisum sativum mRNA for DNA binding zinc finger protein 
(Pspzf ) , partial cds 



6392 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40750 

LIB3138-085-P1-N1-H12 

BLASTN 

g210811 

49 

6.0e-19 

100 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 





40751 


Seq. ID 


LIB3138-085-P1-N1-H4 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


58 


J_i V G _L 


4 . Oe-24 




QO 

z> u 




Q1 


"NTPRT np^rTi n't" i nn 


Raan nnd mottle VirUS 






O/a/T K\r>> 

OC4 * LMKJ • 


40752 




LIB3138-086-P1-N1-A11 


Method 


BLASTX 


NCBI GI 


g2462832 


BLAST score 


205 


E value 


3.0e-16 


Match length 


57 


% identity 


65 


NCBI Description 


(AF000657) similar to 


Seq. No. 


40753 


Seq. ID 


LIB3138-087-P1-N1-A1 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


201 


E value 


3.0e-16 


Match length 


52 


% identity 


79 


NCBI Description 


GENOME POLYPROTEIN M 



NTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
,Match length 
% identity 
NCBI Description 



40754 

LIB3138-087-P1-N1-B6 

BLASTN 

g210811 

90 

4.0e-43 

246 
84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 



40755 



6393 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-087-P1-N1-D1 

BLASTN 

g467614 

368 

0.0e+00 

415 

97 

A.alternata AltA2 mRNA for aldehyde dehydrogenase 
40756 

LIB3138-087-P1-N1-D7 

BLASTX 

gl38364 

336 

8.0e-32 

91 

73 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



40757 

LIB3138-087-P1-N1-D8 

BLASTN 

g4097879 

96 

1.0e-46 

240 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40758 

LIB3138-087-P1-N1-E1 

BLASTN 

g210811 

118 

1.0e-59 

270 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA ^" 

40759 

LIB3138-087-P1-N1-E9 

BLASTN 

g210811 

104 

2.0e-51 

184 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40760 

LIB3138-088-P1-N1-B10 



6394 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

gl708462 

212 

4.0e-17 

65 

62 

IAA-AMINO ACID HYDROLASE H0MOL0G 2 PRECURSOR >gi_9027 91 
(U23796) ILL2 [Arabidopsis thaliana] 

40761 

LIB3138-088-P1-N1-C3 

BLASTN 

g210811 

133 

1.0e-68 

305 
86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40762 

LIB3138-088-P1-N1-C6 

BLASTX 

g2979559 

232 

7.0e-20 

59 

78 

(AC003680) putative DNA binding protein [Arabidopsis 
thaliana] 

40763 

LIB3138-088-P1-N1-D4 

BLASTX 

g309673 

144 

5.0e-10 

62 
68 

(L19651) light harvesting protein [Pisum sativum] 
40764 

LIB3138 r M)88-Pl-Nl-D5 

BLASTN 

g210811 

49 

1.0e-18 

124 
86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40765 

LIB3138-088-P1-N1-E11 

BLASTN 

g210811 

202 



6395 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



1.0e-110 

362 
89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40766 

LIB3138-088-P1-N1-E12 

BLASTX 

gl38364 

250 

8.0e-26 

106 

66 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40767 

LIB3138-088-P1-N1-E2 

BLASTN 

g210811 

107 

3.0e-53 

231 
87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40768 

LIB3138-088-P1-N1-E6 

BLASTN 

g210811 

156 

2.0e-82 

300 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40769 

LIB3138-088-P1-N1-F10 

BLASTN 

g4406529 

66 

8.0e-29 

182 

85 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



40770 

LIB3138-088-P1-N1- 

BLASTX 

g4097880 

158 



F3 



6396 



II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-12 

63 
57 

(U708 66) polyprotein [Bean pod mottle virus] 
40771 

LIB3138-088-P1-N1-G10 

BLASTN 

g4406529 

69 

2.0e-30 

173 

88 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

40772 

LIB3138-088-P1-N1-G12 

BLASTN 

g4538949 

54 

5.0e-22 

82 

91 

Arabidopsis thaliana DNA chromosome 
(ESSA project) 



4, BAC clone F24G24 



40773 

LIB3138-088-P1-N1-G3 

BLASTN 

g3900935 

53 

5.0e-21 

93 

89 

Cicer arietinum mRNA for glucan endo-beta-1, 3-glucosidase, 
acidic isoform 

40774 

LIB3138-088-P1-N1-H2 

BLASTN 

g4097879 

41 

8.0e-14 

93 
86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40775 

LIB3138-090-P1-N1-A11 

BLASTN 

g4406529 

130 

8.0e-67 

351 

84 



6397 



II 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



Vigna radiata rubisco act i vase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



40776 

LIB3138-090-P1-N1-A4 

BLASTN 

gl69127 

57 

2.0e-23 

232 
82 

Pisum sativum (clone pCLp) 
chloroplast protein mRNA, 



nuclear encoded precursor to 
complete cds 



40777 

LIB3138-090-P1-N1-D3 

BLASTN 

g4097879 

80 

5.0e-37 

196 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40778 

LIB3138-090-P1-N1-D4 

BLASTX 

gl38364 

351 

3.0e-33 

121 

60 

GENOME POLYPROTEIN M {CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40779 

LIB3138-090-P1-N1-E1 

BLASTX 

g68200 

238 

5.0e-20 

80 

65 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633__emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

40780 

LIB3138-090-P1-N1-E10 

BLASTX 

gll30682 

305 

5.0e-28 
107 



6398 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

57 

(Z46959) acetohydroxyacid synthase [Gossypium hirsutum] 
40781 

LIB3138-090-P1-N1-F10 

BLASTN 

g4406529 

70 

2.0e-31 

118 

90 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

40782 

LIB3138-090-P1-N1-F12 

BLASTX 

gl38364 

237 

2.0e-20 

69 

71 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40783 

LIB3138-090-P1-N1-F2 

BLASTX 

g4097880 

412 

1.0e-40 

110 

83 

(U70866) polyprotein [Bean pod mottle virus] 
40784 

LIB3138-090-P1-N1-F6 

BLASTX 

g4559382 

146 

3.0e-09 

47 

51 

(AC006526) 
thaliana] 



putative DNA binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40785 

LIB3138-090-P1-N1-G12 

BLASTN 

g4097879 

163 

2.0e-86 

403 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 



6399 



gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40786 

LIB3138-090-P1-N1-G2 

BLASTN 

g4097879 

91 

1.0e-43 

259 
84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40787 

LIB3138-090-P1-N1-G5 

BLASTX 

gll5797 

437 

3.0e-43 

113 

74 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-215) (LHCP) >gi_100026_pir S16592 chlorophyll 

a/b-binding protein - garden pea >gi_20658_emb_CAA40365_ 
(X57082) chlorophyll a/b-binding protein [Pisum sativum] 



Seq. No. 


40788 


Seq. ID 


LIB3138-090-P1-N1-G8 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


207 


E value 


1.0e-113 


Match length 


403 


% identity 


88 


NCBI Description 


Bean pod mottle virus coat protein gene, complete cc 




complete middle component (M) RNA 


Seq. No. 


40789 


Seq. ID 


LIB3138-090-P1-N1-H12 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


261 


E value 


9.0e-23 


Match length 


114 


% identity 


46 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


40790 


Seq. ID 


LIB3138-090-P1-N1-H3 


Method 


BLASTN 


NCBI GI 


g2773269 


BLAST score 


70 


E value 


4.0e-31 


Match length 


134 


% identity 


89 


NCBI Description 


Glycine max f erredoxin-dependent glutamate synthase 




mRNA, partial cds 



6400 



(I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40791 

LIB3138-091- 
BLASTN 
g2687725 
53 

6.0e-21 

57 
98 

Glycine max 
reductase 



■Q1-N1-A7 



mRNA for putative 2-hydroxydihydrodaidzein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40792 

LIB3138-091-Q1-N1-B12 

BLASTN 

g210811 

111 

1.0e-55 

349 

83 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


40793 


Seq. ID 


LIB3138-091-Q1-N1-G6 


Method 


BLASTX 


NCBI GI 


gl00196 


BLAST score 


457 


E value 


1.0e-45 


Match length 


93 


% identity 


88 


NCBI Description 


chlorophyll a/b-binding protein 


Seq. No. 


40794 


Seq. ID 


LIB3138-091-Q1-N1-H11 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


155 


E value 


1.0e-81 


Match length 


361 


% identity 


86 


NCBI Description 


Bean pod mottle virus coat prote: 



(cab- 11) - tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



complete middle component (M) RNA 
40795 

LIB3138-091-Q1-N1-H4 

BLASTN 

gl055367 

364 

0.0e+00 

390 

98 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

40796 

LIB3138-092-Q1-N1-A12 



6401 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g2497199 

214 

3.0e-17 

112 

42 

HYPOTHETICAL 50.5 KD PROTEIN IN RNA1-RNT1 INTERGENIC REGION 

>gi_1362402_pir S57605 probable membrane protein YMR238w - 

yeast (Saccharomyces cerevisiae) >gi_887619_emb_CAA90209_ 
(Z49939) unknown [Saccharomyces cerevisiae] 

40797 

LIB3138-092-Q1-N1-B11 

BLASTX 

g418149 

208 

1.0e-16 

121 
43 

PROBABLE UTP— GLUCOSE-1-PHOSPHATE URIDYLYLTRANSFERASE 
{UDP-GLUCOSE PYROPHOSPHORYLASE) (UDPGP) 

>gi_320115_pir S30007 probable UTP — glucose- 1 -phosphate 

uridylyltransf erase (EC 2.7.7.9) - yeast (Saccharomyces 
cerevisiae) >gi_4794__emb_CAA4 9303_ (X69584) YKL248 
[Saccharomyces cerevisiae] >gi_486040_emb_CAA81872 
(Z28035) ORF YKL035w [Saccharomyces cerevisiae] ~ 

>gi_1585157_prf 2124302A UDP-glucose pyrophosphorylase 

[Saccharomyces cerevisiae] 

40798 

LIB3138-092-Q1-N1-B2 

BLASTX 

g452683 

351 

3.0e-33 

128 

55 

(X77312) pyruvate decarboxylase [Saccharomyces cerevisiae] 
40799 

LIB3138-092-Q1-N1-C2 

BLASTX 

gll5471 

216 

2.0e-17 

99 

52 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078__pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA36792_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 

40800 

LIB3138-092-Q1-N1-C7 

BLASTX 

g2497175 

255 



6402 



• 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-22 

72 
61 

HYPOTHETICAL 31.1 KD PROTEIN IN SIP18-SPT21 INTERGENIC 

REGION >gi_1078525_pir S55125 hypothetical protein YMR178 

- yeast (Saccharomyces cerevisiae) >gi_854448_emb_CAA89911 
(Z49808) unknown [Saccharomyces cerevisiae] 

40801 

LIB3138-092-Q1-N1-C8 

BLASTX 

g2388943 

410 

3.0e-40 

102 

75 

(Z98978) SPAC27E2.03c, putative gtp-binding protein, 
len:392a a, similar eg. to YBR025C, YBN5_YEAST, P38219, 
hypothetica 1 44.2 kd protein, (394aa), fasta scores, 
opt: 1664, E():0, {63.7% identity in 391 aa overlap), also 
sim 



Seq. No. 


40802 


Seq. ID 


LIB3138-092-Q1-N1-E12 


Method 


BLAST N 


NCBI GI 


g3087 


BLAST score 


135 


E value 


7.0e-70 


Match length 


355 


% identity 


27 


NCBI Description 


Neurospora crassa ubiquitin gene 


Seq. No. 


40803 


Seq. ID 


LIB3138-092-Q1-N1-E5 


Method 


BLASTN 


NCBI GI 


g3687388 


BLAST score 


73 


E value 


7.0e-33 


Match length 


255 


% identity 


86 


NCBI Description 


Lycopersicon esculentum mRNA for putative cullin protein 


Seq. No. 


40804 


Seq. ID 


LIB3138-092-Q1-N1-H12 


Method 


BLASTX 


NCBI GI 


gll7290 


BLAST score 


405 


E value 


1.0e-39 


Match length 


122 


% identity 


69 


NCBI Description 


CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT 



(P36) (E30) >gi_100071_pir S23774 triose 

phosphate/3-phosphoglycerate/phosphate translocator 
precursor - garden pea >gi_20691_emb_CAA384 51_ (X54639) 
chloroplast import receptor p36 [Pisum sativum] 
>gi_20853_emb_CAA48210_ (X68077) phosphate translocator 
[Pisum sativum] >gi_228551_prf 1805409A phosphate 



6403 



CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



translocator [Pisum sativum] 
40805 

LIB3138-092-Q1-N1-H5 

BLASTX 

gl38364 

371 

9.0e-36 

110 

71 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 

40806 

LIB3138-093-Q1-N1-D10 

BLASTX 

g3298542 

320 

1.0e-29 

129 

45 

(AC004681) putative cellulose synthase [Arabidopsis 
thaliana] 

40807 

LIB3138-093-Q1-N1-D3 

BLASTX 

g2343157 

174 

2.0e-12 

122 
36 

(AF009746) peroxisomal membrane protein 69 [Homo sapiens] 
>gi_2706518_emb_CAA74 699_ (Y14318) peroxisomal 
ABC-transporter [Homo sapiens] 

40808 

LIB3138-093-Q1-N1-E2 

BLASTN 

g4097879 

147 

5.0e-77 

341 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40809 

LIB3138-093-Q1-N1-F3 

BLASTX 

g4154817 

477 

5.0e-48 

126 
67 



6404 



NCBI Description 


(AE0014 66) putative [Helicobacter pylori J99] 


Seq. No. 


40810' 


Seq. ID 


LIB3138-093-Q1-N1-F6 


Method 


BLASTX 


NCBI GI 


gl787692 


tsijAoi score 


i r o 
loi 


E value 


3.0e-ll 


Match length 


83 


% identity 


47 


NCBI Description 


(AE000239) orf, hypothetical protein [Escherichia 


Seq. No. 


40811 


Seq. ID 


LIB3138-093-Q1-N1-F9 


Method 


BLASTX 


NCBI GI 


gl703215 


BLAST score 


143 


E value 


5.0e-09 


Match length 


90 


% identity 


32 


NCBI Description 


GENRAL ALPHA-GLUCOSIDE PERMEASE >gi 2119801 pir I 



cerevisiae) >gi__1323529_emb_CAA97322~ 
[Saccharomyces cerevisiae] 



S 64 62 4 

;as t ( Saccharomyces 
(Z73074) ORF YGR289c 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40812 

LIB3138-093-Q1-N1-G1 

BLASTN 

g4097879 

64 

1.0e-27 

186 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40813 

LIB3138-093-Q1-N1-H10 

BLASTN 

g531832 

51 

9.0e-20 

191 

82 

Cloning vector pSport2, 



complete sequence 



40814 

LIB3138-093-Q1-N1-H11 

BLASTX 

g3810866 

357 

6.0e-34 

123 

52 

(AL032681) putative hydroxyacylglutathione hydrolase 
[Schizosaccharomyces pombe] 



6405 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



40815 

LIB3138-093-Q1-N1-H6 

BLASTX 

gll61575 

349 

4.0e-33 

103 

69 

(X94947) homeobox [Lycopersicon esculentum] 
40816 

LIB3138-094-Q1-N1-B10 

BLASTN 

g210811 

38 

3.0e-12 

157 

83 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40817 

LIB3138-094-Q1-N1-B7 

BLASTX 

g4105782 

175 

1.0e-12 

50 

76 

(AF049922) PGP169-12 [Petunia x hybrida] 
40818 

LIB3138-094-Q1-N1-C1 

BLASTX 

gl38364 

351 

2.0e-33 

115 

67 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40819 

LIB3138-094-Q1-N1-C8 

BLASTN 

g210811 

133 

1.0e-68 

337 
85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40820 

LIB3138-094-Q1-N1-D10 



6406 



CI 



Method 


BLASTX 


NCBI GI 


g3047123 


BLAST score 


518 


E value 


7 . Oe-53 


Match length 


132 


% identity 


68 


NCBI Description 


(AF058 919) similar to the family of glyc< 




[Arabidopsis thaliana] 


Seq. No. 


40821 


Seq. ID 


LIB3138-094-Q1-N1-D7 


Method 


BLASTX 


NCBI GI 


g3688173 


BLAST score 


430 


E value 


1.0e-42 


Match length 


122 


% identity 


61 


NCBI Description 


(AL031804) putative protein [Arabidopsis 


Seq. No. 


40822 


Seq. ID 


LIB3138-094-Q1-N1-E10 


Method 


BLASTX 


NCBI GI 


g3123217 


BLAST score 


595 


E value 


7.0e-62 


Match length 


132 


% identity 


77 


NCBI Description 


GLUTAMINE SYNTHETASE ( GLUTAMATE — AMMONIA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2388925_emb_CAB11660_ (Z98977) glutamine synthetase 
[Schizosaccharomyces pombe] 

40823 

LIB3138-094-Q1-N1-F7 

BLASTX 

gl38364 

255 

9.0e-23 

115 

56 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40824 

LIB3138-094-Q1-N1-F9 

BLASTN 

g4097879 

131 

2.0e-67 

243 

89 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 
Seq. ID 



40825 

LIB3138-095-Q1-N1-A5 



6407 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl657617 

206 

7.0e-17 

60 

76 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF04 9236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 

40826 

LIB3138-095-Q1-N1-B5 

BLASTN 

gl079735 

110 

7.0e-55 

320 

91 

Glycine soja ribulose 1, 5-bisphosphate carboxylase small 
subunit precursor (rbcS) gene, nuclear gene encoding 
chloroplast protein, complete cds 

40827 

LIB3138-095-Q1-N1-D1 

BLASTX 

gl38364 

402 

3.0e-39 

130 

66 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37,* COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40828 

LIB3138-095-Q1-N1-D3 

BLASTN 

g210811 

44 

8.0e-16 

84 

90 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40829 

LIB3138-095-Q1-N1-D6 

BLASTX 

g!946367 

168 

7.0e-12 

86 

44 

(U93215) unknown protein [Arabidopsis thaliana] 



Seq. No. 



40830 



6408 



II 



Seq. ID 


LIB3138-095-Q1-N1-E3 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


68 


E value 


9.0e-30 


Match length 


273 


% identity 


86 


NCBI Description 


Bean pod mottle virus complete j 




gene, complete cds 


Seq. No. 


40831 


Seq. ID 


LIB3138-095-Q1-N1-E8 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


123 


E value 


1.0e-62 


Mat ch length 


271 


% identity 


86 


NCBI Description 


Bean pod mottle virus complete : 




gene, complete cds 


Seq. No. 


40832 


Seq. ID 


LIB3138-095-Q1-N1-F5 


Method 


BLASTX 


NCBI GI 


g3292817 


BLAST score 


290 


E value 


4 . Oe-26 


i. i G L. 1 i XCli^ L1X 


100 


S- -J H^irf - "i i~\7 


60 


NCBI Description 


(AL031018) hypothetical protein 




40833 


Seq. ID 


LIB3138-095-Q1-N1-F6 


Method 


BLASTX 


NCBI GI 


g3292817 


BLAST score 


213 


E value 


4.0e-17 


Match lencrth 


56 


% identity 


71 


NCBI Description 


(AL031018) hypothetical protein 


Sea No 


40834 


Seq. ID 


LIB3138-095-Q1-N1-F7 


Method 


BLASTX 


NCBI GI 


g2829870 


BLAST score 


186 


E value 


4 . Oe-14 


Mat ph lpncrtH 


67 


% identitv 


54 


NCBI Description 


(AC002396) Hypothetical protein 


Qprr No 


40835 

TWO JJ 


Seq. ID 


LIB3138-095-Q1-N1-G1 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


114 


E value 


3.0e-57 



6409 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



# 

298 
86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40836 

LIB3138-095-Q1-N1-G3 

BLASTN 

g210811 

63 

6.0e-27 

127 
87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40837 

LIB3138-095-Q1-N1-G4 

BLASTN 

g4097879 

36 

4.0e-ll 

56 

91 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40838 

LIB3138-095-Q1-N1-H8 

BLASTX 

g229708 

172 

2.0e-12 

100 

42 



NCBI Description Bean pod mottle virus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40839 

LIB3138-096-Q1-N1-A11 

BLASTN 

g210811 

214 

1.0e-117 

374 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40840 

LIB3138-096-Q1-N1-D12 

BLASTX 

g2754849 

347 

7.0e-33 

74 

91 

(AF039000) putative serine-glyoxylate aminotransferase 



6410 



o 



[Fritillaria agrestis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40841 

LIB3138-096-Q1-N1-D9 

BLASTX 

g3116132 

326 

2.0e-30 

125 

53 

(AL023288) ribosomal protein [Schizosaccharomyces pombe] 
>gi_3201578_dbj_BAA28752__ (AB015169) ribosomal protein L19 
homolog [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40842 

LIB3138-096-Q1-N1-E10 

BLASTX 

gll70659 

208 

4.0e-19 

115 

49 

KINESIN-LIKE PROTEIN KIF4 >gi_1083417_pir A54803 

microtubule-associated motor KIF4 - mouse 
>gi_563773_dbj_BAA02167_ (D12646) KIF4 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40843 

LIB3138-096-Q1-N1-E4 

BLASTX 

g2160161 

176 

9.0e-13 

124 

7 

(AC000132) F21M12.7 gene product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40844 

LIB3138-096-Q1-N1-E6 

BLASTN 

g4097879 

160 

9.0e-85 

348 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40845 

LIB3138-096-Q1-N1-H11 

BLASTX 

g3643598 

290 

3.0e-26 

120 

61 

(AC005395) 
thaliana] 



putative poly (A) polymerase [Arabidopsis 



6411 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40846 

LIB3138-097-Q1-N1-A11 

BLASTX 

gl001311 

426 

5.0e-42 

133 

61 

(D64006) hypothetical protein [Synechocystis sp.] 
40847 

LIB3138-097-Q1-N1-A3 

BLASTX 

g2498731 

343 

2.0e-32 

124 

56 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_88 6428_emb_CAA89838__ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

40848 

LIB3138-097-Q1-N1-B1 

BLASTX 

g!23537 

155 

2.0e-10 

70 
49 

12 KD HEAT SHOCK PROTEIN (GLUCOSE AND LIP ID-REGULATED 

PROTEIN) >gi_72231_pir HHBY12 heat shock protein 12 - 

yeast (Saccharomyces cerevisiae) >gi_3800__emb_CAA39306_ 
(X55785) hspl2 [Saccharomyces cerevisiae] >gi_171607 
(M60827) 15 kD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi_559934_emb_CAA86349_ 
(Z46255) hspl2, glpl, len: 109, CAI: 0.65, HS12_YEAST 
P22943 12 KD HEAT SHOCK PROTEIN [Saccharomyces cerevisiae] 
>gi_836740_dbj_BAA09224_ (D50617) 12KD heat shock protein 
[Saccharomyces cerevisiae] >gi_1100790_dbj__BAA08003_ 
(D44596) 15kD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi_1742028_dbj_BAA14033_ 
(D89864) Sc-Hspl2p [Saccharomyces pastorianus] 

40849 

LIB3138-097-Q1-N1-B7 

BLASTX 

g4097880 

596 

6.0e-62 

139 

83 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 



40850 



6412 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-097-Q1-N1-C3 

BLASTX 

g229707 

428 

3.0e-42 

133 

65 

Bean pod mottle virus 
40851 

LIB3138-097-Q1-N1-E12 

BLASTN 

g210811 

149 

3.0e-78 

377 
85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40852 

LIB3138-097-Q1-N1-E3 

BLASTX 

g4314400 

250 

2.0e-21 
134 
21 

(AC006232) 
thaliana] 



putative selenium-binding protein [Arabidopsis 



Seq. No. 


40853 


Seq. ID 


LIB3138-097-Q1-N1-E5 


Method 


BLASTX 


NCBI GI 


g229707 


BLAST score 


169 


E value 


2.0e-12 


Match length 


41 


% identity 


80 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


40854 


Seq. ID 


LIB3138-097-Q1-N1-E9 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


119 


E value 


3.0e-60 


Match length 


375 


% identity 


84 


NCBI Description 


Glycine max ribulose- 




subunit mENA, complet< 


Seq. No. 


40855 


Seq. ID 


LIB3138-097-Q1-N1-F12 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


90 



cds 



6413 



E value 
Match length 
% identity 
NCBI Description 



# 



4.0e-43 

162 

90 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



40856 

LIB3138-097-Q1-N1-G2 

BLASTX 

g3136024 

255 

5.0e-22 

83 
64 

(AL023587) 40s ribosomal protein [Schizosaccharomyces 
pombe] 

40857 

LIB3138-097-Q1-N1-H1 

BLASTN 

g210811 

85 

6.0e-40 

214 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40858 

LIB3138-097-Q1-N1-H12 

BLASTN 

g3449321 

36 

9.0e-ll 

116 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTG10, complete sequence [Arabidopsis thaliana] 

40859 

LIB3138-098-P1-N1-A10 

BLASTN 

g201821 

277 

1.0e-154 

404 

92 

Mouse binding protein for T-cell receptor (TCR-ATF1) mRNA, 
complete cds 

40860 

LIB3138-098-P1-N1-A12 

BLASTN 

g3721859 - 

160 

1.0e-84 
408 



6414 



% identity 

NCBI Description 



II 



85 

Mus musculus mRNA for oncostatin M receptor beta, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40861 

LIB3138-098-P1-N1-C12 

BLASTN 

gl050755 

166 

1.0e-88 

170 
99 

R.norvegicus mRNA for ubiquitin and ribosomal protein S27a 
40862 

LIB3138-098-P1-N1-C9 

BLASTN 

gl228140 

363 

0.0e+00 

379 

99 

Rattus norvegicus macrophage inflammatory protein-2 
precursor, mRNA, complete cds 



40863 

LIB3138-098-P1-N1-D2 

BLASTN 

g55881 

315 

1.0e-177 

323 

99 

Rat mRNA for preprocathepsin D 



(EC 3.4.23.5) 



40864 

LIB3138-098-P1-N1-D8 

BLASTN 

g205869 

381 

0.0e+00 

416 

97 

Rat ornithine aminotransferase mRNA, 



complete cds 



40865 

LIB3138-098-P1-N1-F6 

BLASTN 

gl279978 

32 

1.0e-08 

32 
100 

Rattus norvegicus estrogen-responsive uterine mRNA, partial 
sequence 



Seq. No. 



40866 



6415 



© 



Seq. ID 


LIB3138-098-P1- 


Method 


BLASTN 


NCBI GI 


g!304167 


BLAST score 


149 


E value 


3.0e-78 


Match length 


371 


% identity 


86 


NCBI Description 


Mouse seizure™] 


Seq. No. 


40867 


Seq. ID 


LIB3138-098-P1- 


Method 


BLASTN 


NCBI GI 


g205631 


BLAST score 


73 


E value 


3. Oe-33 


Match length 


89 


% identity 


96 


NCBI Description 


Rattus norvegi 




complete cds 


Sea. No. 


40868 


Seq. ID 


LIB3138-098-P1 


Method 


BLASTN 


NCBI GI 


g50488 


BLAST score 


65 


E value 


4.0e-28 



-G9 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



241 
82 

Mouse 



COL1A2 mRNA for pro-alpha-2 (I) collagen 



40869 

LIB3138-099-Q1-N1-A2 

BLASTN 

g802104 

224 

1.0e-123 

248 

98 

PP1M M110=protein phosphatase 
[rats, aorta, mRNA, 3300 nt] 



1M 110 kda regulatory subunit 



40870 

LIB3138-099-Q1-N1-A3 

BLASTN 

g2708306 

49 

1.0e-18 

77 
91 

Homo sapiens U4/U6 small nuclear ribonucleoprotein hPrp3 
mRNA, complete cds 

40871 

LIB3138-099-Q1-N1-A9 

BLASTN 

g4092758 

103 



6416 



© 



E value 
.-"^Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



1.0e-50 

115 
97 

Homo sapiens alphaE-catenin (CTNNA1 ) 



gene, exon 



40872 

LIB3138-099-Q1-N1-C3 

BLASTN 

g37243 

327 

0.0e+00 

379 

97 

Human fetal lung plasminogen activator 
3.4.21.31) 



40873 

LIB3138-099-Q1-N1-D2 

BLASTN 

g34757 

404 

0.0e+00 

407 

100 

Human mRNA for enkephalinase (EC 
>gi_589230_gb_I08056__ Sequence 2 



(t-PA) mRNA (EC 



3.4.24.11) 
from Patent EP 



40874 

LIB3138-099-Q1-N1-D3 

BLASTX 

g632081 

143 

8.0e-09 

62 

48 

hypothetical protein 4 - Xanthobacter sp 
>gi_581833__emb_CAA56244_ (X79863) orf4 [Xanthobacter sp. 
Py2] 



40875 

LIB3138-099-Q1-N1-D4 

BLASTN 

g340306 

298 

1.0e-167 

371 

95 

Human cell adhesion protein 
subunit mRNA, complete cds. 
>gi 4504762 ref NM 002210.1 



(vitronectin) receptor alpha 



_ITGAV_ Homo sapiens integrin, 
alpha V (vitronectin receptor, alpha polypeptide, antigen 
CD51) (ITGAV) mRNA 

40876 

LIB3138-099-Q1-N1-D6 

BLASTN 

g31164 



6417 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



371 

0.0e+00 

410 

98 

Human EN02 gene for neuron specific (gamma) enolase 



40877 

LIB3138-099-Q1-N1-E1 

BLASTN 

g3482960 

332 

0.0e+00 

364 

98 

Homo sapiens chromosome 17, 
sequence [Homo sapiens] 



clone HCIT524C5, complete 



40878 

LIB3138-099-Q1-N1-F2 

BLASTN 

gl217667 

352 

0.0e+00 

379 

99 

ArgRS=arginyl-tRNA synthetase [human, ataxia-telangiectasia 
patients, EBV-lymphoblastoid cells, mRNA, 2120 nt] 
>gi_4506428_ref_NM_002887.1_RARS_ Homo sapiens arginyl-tRNA 
synthetase (RARS) mRNA 

40879 

LIB3138-099-Q1-N1-F3 

BLASTN 

g434752 

331 

0.0e+00 
347 
99 

Human mRNA for KIAA0030 



gene, partial cds 



40880 

LIB3138-099-Q1-N1-G1 

BLASTN 

g238266 

36 

6.0e-ll 

70 

96 

NMDA receptor glutamate-binding subunit 
nt] 

40881 

LIB3138-099-Q1-N1-G2 

BLASTN 

g3387928 

284 

1.0e-159 



[rats, mRNA, 1742 



6418 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

305 
99 



99 

Homo sapiens clone 24703 beta-tubulin mRNA, complete cds 
40882 

LIB3138-099-Q1-N1-G4 

BLASTN 

g2906225 

161 

2.0e-85 

399 

87 

Homo sapiens origin recognition complex subunit 4 (ORC4L) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40883 

LIB3138-099-Q1-N1-G5 

BLASTN 

g4503524 

323 

0.0e+00 

379 

97 

Homo sapiens eukaryotic translation initiation factor 3, 
subunit 8 (llOkD) (EIF3S8) mRNA, and translated products, 
complete sequence 



Seq. No. 


40884 


Seq. ID 


LIB3138-099-Q1-N1-G6 


Method 


BLASTN 


NCBI GI 


g2809323 


BLAST score 


272 


E value 


1.0e-151 


Match length 


306 


% identity 


97 


NCBI Description 


Homo sapiens calumenin mRNA, 


Seq. No. 


40885 


Seq. ID 


LIB3138-099-Q1-N1-H10 


Method 


BLASTN 


NCBI GI 


g337488 


BLAST score 


371 


E value 


0.0e+00 


Match length 


407 


% identity 


98 


NCBI Description 


Human replication protein A 7 




cds. >gi_4506582_ref_NM_00294 




replication protein Al (70kD) 


Seq. No. 


40886 


Seq. ID 


LIB3138-099-Q1-N1-H12 


Method 


BLASTN 


NCBI GI 


gl84134 


BLAST score 


375 


E value 


0.0e+00 


Match length 


387 


% identity 


99 



complete cds 



.1_RPA1_ Homo 
(RPA1) mRNA 



sapiens 



6419 



II 



NCBI Description Human HLA-E class I mRNA 



Sea. No. 


40887 


Seq. ID 


LIB3138-099-Q1-N1-H4 


Method 


BLASTN 


NCBI GI 


g31190 


RT.A^IT cporp 

£j i-LTTO X 3L>UlC 


409 


Hj vclxlic; 


0 0p-j-00 


Match lencrth 


409 




1 no 




£J cani on q m RT\TZ\ f nr on n pan 
n • ociLyxtJiio nirvLNrt. x c^xv-cui 


Seq. No. 


40888 


Cprr TD 


T.TFlSl ^fi-OQQ-Ol -N1 -Ho" 

lllu J1JU \J ~s ^ -L LN1 ilU 


Mp'hhnfi 


BLASTN 


NCBI GI 


g511636 


BLAST score 


223 


F. va 1 i]R 
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40889 




illDJUO J.VJU Si -L V* J. \^ -L 


Method 


BLASTX 


NCBI GI 


g3643090 
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9 Plo-4 ^ 


lYiaucn lengtn 


IUD 


o _l_ ^J.C ill L *~ y 




iNUo-L uescnption 


\riJ: u / jj o £ ) protein piiyopiiciuciofcj 




ex yib cdiiinuiuj 




40890 


Seq. ID 


LIB3138-100-Q1-N1-D10 


Method 


BLASTX 






xjxxrio l bOUic 




E value 


Q Oo— 1 

y • ue io 


LlClL-wXl XCliy L-XX 


104 

X \J *4 


S- T A T""l 4— 1 ^ T T 

^ luenuity 


4"^ 


lN^tsx Ucscripuiun 






40891 


Seq. ID 


LIB3138-100-Q1-N1-D2 


Method 


BLASTN 


NCBI GI 


gl053215 


BLAST score 


281 


E value 


1.0e-157 


Match length 


325 


% identity 


97 


NCBI Description 


Glycine max chlorophyll a/b-binding 



(CANP) 



(CAPN2) mRNA 



PP2C [Meseinbryanthemum 



nuclear gene encoding chloroplast protein, 



l (cab3) mRNA, 
complete cds 



Seq. No. 



40892 



6420 



© 

Seq. ID LIB3138-100-Q1-N1-F10 

Method BLASTX 

NCBI GI gl38364 

BLAST score 353 

E value 8.0e-34 

Match length 88 

% identity 80 

NCBI Description GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7 ) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40893 

LIB3138-100-Q1-N1-H1 

BLASTN 

g4406529 

39 

7.0e-13 

63 

90 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40894 

LIB3138-100-Q1-N1-H10 

BLASTX 

g84163 

338 

3.0e-32 

82 
80 

myosin calcium-binding light chain 
polycephalum) 



slime mold (Physarum 



40895 

LIB3138-100-Q1-N1-H5 

BLASTX 

gl38364 

420 

1.0e-41 

100 

77 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639__pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40896 

LIB3138-101-Q1-N1-A11 

BLASTX 

gll5709 

388 

1.0e-37 

142 

52 

CATALASE A >gi_66302_pir CSBYP catalase (EC 1.11.1.6), 

peroxisomal - yeast (Saccharomyces cerevisiae) 



6421 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



>gi_3605_emb_CAA31443_ (X13028) catalase A (AA 1-515) 
[Saccharomyces cerevisiae] >gi_l 13 62 ll_emb__CAA92 7 13 
(Z68329) unknown [Saccharomyces cerevisiae] ~ 

>gi_1226032_emb_CAA94095_ (Z70202) Ctalp [Saccharomyces 

cerevisiae] 

40897 

LIB3138-101-Q1-N1-C3 

BLASTX 

gl38364 

208 

7.0e-17 

79 

53 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 
PROTEIN VP23) >gi_75639_pir_GNWXG7 genome polyprotein M 
bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40898 

LIB3138-101-Q1-N1-D10 

BLASTN 

g4097879 

143 

1.0e-74 

422 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40899 

LIB3138-101-Q1-N1-G10 

BLASTN 

g4097879 

140 

7.0e-73 

324 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40900 

LIB3138-101-Q1-N1-H10 

BLASTX 

gl38364 

296 

3.0e-52 

153 

76 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 
PROTEIN VP23) >gi_75639_pir_GNWXG7 genome polyprotein M - 
bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40901 

LIB3138-101-Q1-N1-H11 
BLASTN 



6422 



fl 



NCBI GI g210811 

BLAST score 201 

E value 1.0e-109 

Match length 455 

% identity 8 6 

NCBI Description Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40902 

LIB3138-102-Q1-N1-C4 
BLASTX 
gl38364 
138 

7.0e-17 
102 
54 

GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40903 

LIB3138-102-Q1-N1-C9 

BLASTX 

g!38364 

159 

2.0e-15 

98 

53 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40904 

LIB3138-102-Q1-N1-D8 

BLASTX 

gl38364 

196 

1.0e-15 

63 
63 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40905 

LIB3138-102-Q1-N1-E12 

BLASTX 

g3264805 

326 

2.0e-30 

75 

83 

(AF071788) phosphoenolpyruvate carboxylase [Arabidopsxs 
thaliana] >gi_4079630__emb_CAA1048 6_ (AJ131710) phospho 



6423 



fl 



enole pyruvate carboxylase [Arabidopsis thaliana] 



Ocq. INvJ * 


40906 


Seq. ID 


LIB3138-102-Q1-N1-E4 


Method 


BLASTN 




a2731815 




37 


Cj Vdllic 


^ • L/C X X 




41 








fJl vri np max nitrate reductase (BCNR— A 




40907 


Seq. ID 


LIB3138-102-Q1-N1-F1 


Method 


BLASTN 


NCBI GI 


g2660685 


BLAST score 


205 


E value 


1.0e-lll 


Match length 


392 


% identity 


88 


NCBI Description 


Filobasidiella neoformans translation 



mRNA, partial cds 



EFl-alpha (CnTEFl) mRNA, complete cds 



Seq. No. 


40908 


Seq. ID 


LIB3138-102-Q1-N1-F2 


Method 


DT 71 O rpv 


NCBI GI 


g4i)yyo Jo 


BLAST score 


471 


E value 


o Ho— Al 

o * ue ft / 


Match length 


130 


% identity 


65 


NCBI Description 


(U90265) bifunctional nuclease [Zinnia 


Seq. No. 


40909 


Seq. ID 


LIB3138-102-Q1-N1-H5 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


392 


E value 


4.0e-38 


Match length 


115 


% identity 


70 


NCBI Description 


(U70866) polyprotein [Bean podmottle 


Seq. No. 


40910 


Seq. ID 


LIB3138-103-Q1-N1-E10 


Method 


BLASTX 


NCBI GI 


g3292824 


BLAST score 


271 


E value 


2.0e-24 


Match length 


77 


% identity 


69 


NCBI Description 


(AL031018) putative protein [Arabidops 


Seq. No. 


40911 


Seq. ID 


LIB3138-103-Q1-N1-G6 


Method 


BLASTN 


NCBI GI 


g4097879 



6424 



© • 



BLAST score 


66 


E value 


1 . ue-zo 


Match length 


138 


% identity 


87 


NCBI Description 


Bean pod mottle virus complete segment RNA1 polyprotein 




gene, complete cds 


Seq. No. 


40912 


Seq. ID 


LIB3138-104-Q1-N1-B7 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


141 


E value 


5.0e-09 


Match length 


36 


% identity 


75 


NCBI Description 


(U93166) cysteine protease [Prunus armeniaca] 


Seq. No. 


40913 


Seq. ID 


LIB3138-104-Q1-N1-C11 


Method 


BLASTX 


NCBI GI 


g4558679 


BLAST score 


382 


E value 


6.0e-37 


Match length 


124 


% identity 


58 


NCBI Description 


(AC006586) 40S Ribosomal protein S16 [Arabidopsis thaliana] 


Seq. No. 


40914 


Seq. ID 


LIB3138-104-Q1-N1-D8 


Method 


BLASTN 


NCBI GI 


g2934883 


BLAST score 


81 


E value 


1 . Oe-37 


Match length 


81 


% identity 


100 


NCBI Description 


Glycine max TGACG-motif binding protein (STF1) mRNA, 




complete cds 


Seq. No. 


40915 


Seq. ID 


LIB3138-104-Q1-N1-E2 


Method 


BLASTN 


NCBI GI 


g403328 


BLAST score 


49 


E value 


1.0e-18 


Match length 


97 


% identity 


88 


NCBI Description 


T.repens TrMTIB mRNA for metallothionein-like protein 


Seq. No. 


40916 


Seq. ID 


LIB3138-104-Q1-N1-G9 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


172 


E value 


6.0e-92 


Match length 


360 


% identity 


87 


NCBI Description 


Bean pod mottle virus complete segment RNA1 polyprotein 



6425 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gene, complete cds 
40917 

LIB3138-104-Q1-N1-H9 

BLASTX 

g4097880 

163 

1.0e-24 

125 
61 

(U70866) polyprotein [Bean pod mottle virus] 
40918 

LIB3138-105-Q1-N1-A12 

BLASTN 

g210811 

254 

1.0e-141 

470 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40919 

LIB3138-105-Q1-N1-A4 

BLASTN 

g210811 

235 

1.0e-129 

442 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


40920 


Seq. ID 


LIB3138-105-Q1-N1-B2 


Method 


BLASTX 


NCBI GI 


g4220520 


BLAST score 


176 


E value 


8.0e-13 


Match length 


93 


% identity 


44 


NCBI Description 


(AL035356) hypothetical 


Seq. No. 


40921 


Seq. ID 


LIB3138-105-Q1-N1-C6 


Method 


BLASTX 


NCBI GI 


gl73408 


BLAST score 


380 


E value 


9.0e-37 


Match length 


124 


% identity 


65 


NCBI Description 


(M60208) mitochondrial ] 



[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 



40922 

LIB3138-105-Q1-N1-C7 



6426 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl70073 

68 

3.0e-30 

165 

86 

Soybean calmodulin (SCaM-3) mRNA, complete cds 

40923 r: 

LIB3138-105-Q1-N1-C8 

BLASTN 

g531828 

33 

4.0e-09 

61 

89 

Cloning vector pSportl, complete cds 
40924 

LIB3138-105-Q1-N1-D11 

BLASTX 

g3540204 

252 

1.0e-21 

60 

72 

(AC004260) Hypothetical protein [Arafoidopsis thaliana] 



40925 

LIB3138-105-Q1-N1-D12 

BLASTN 

gl262439 

78 

5.0e-36 

206 

85 

Glycine max lipoxygenase 



(vlxC) mRNA, complete cds 



40926 

LIB3138-105-Q1-N1-F1 

BLASTN 

g4097879 

77 

2.0e-35 

229 

83 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



40927 

LIB3138-105-Q1-N1-G3 

BLASTX 

g!38364 

186 

3.0e-14 

86 

36 



6427 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 g4nome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

40928 

LIB3138-105-Q1-N1-H1 

BLASTN 

g!055367 

181 

2.0e-97 

225 

95 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40929 

LIB3138-105-Q1-N1-H7 

BLASTX 

g4558558 

319 

1.0e-29 
97 
57 

(AC007138) 
thaliana] 



putative polygalacturonidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40930 

LIB3138-106-Q1-N1-E12 

BLASTN 

g4406529 

72 

1.0e-32 

144 
88 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

40931 

LIB3138-106-Q1-N1-E9 

BLASTX 

g2651308 

176 

9.0e-13 

65 
62 

(AC002336) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



40932 

LIB3138-106-Q1-N1-F5 

BLASTX 

g3721926 

192 

3.0e-15 

76 

63 



6428 



NCBI Description (AB017480) chloropiast FtsH protease [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40933 

LIB3138-106-Q1-N1-G4 

BLASTX 

gl00226 

179 

3.0e-13 

109 

45 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40934 

LIB3138-119-Q1-N1-A11 

BLASTX 

g3006140 

251 

6.0e-27 

111 
55 

(AL022299) ribosomal protein [Schizosaccharomyces pombe] 
>gi_3123705_emb_CAA04548_ (AJ001133) ribosomal protein L7 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40935 

LIB3138-119-Q1-N1-A4 

BLASTN 

g2244901 

46 

7.0e-17 

78 

90 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40936 

LIB3138-119-Q1-N1-C5 

BLASTN 

g210811 

175 

1.0e-93 

322 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



40937 

LIB3138-119-Q1-N1-C8 

BLASTX 

g3832512 

446 

3.0e-44 

152 

64 



6429 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF097922) granule-bound glycogen (starch) synthase 
[Astragalus membranaceus] 

40938 

LIB3138-119-Q1-N1-D2 

BLASTX 

g3766376 

276 

9.0e-25 

85 
65 

(AL031907) putative 60s acidic ribosomal protein pO 
[Schizosaccharomyces pombe] 

40939 

LIB3138-119-Q1-N1-D6 

BLASTN 

g210811 

86 

1.0e-40 

150 
90 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40940 

LIB3138-119-Q1-N1-F11 

BLASTX 

g3914605 

159 

6.0e-ll 

106 
41 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi__541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



40941 

LIB3138-119-Q1-N1-G6 

BLASTX 

g3658 

274 

2.0e-24 

109 

55 

(X07238) delta-P8 [Saccharomyces cerevisiae] 
40942 

LIB3138-119-Q1-N1-H1 

BLASTN 

g4097879 

138 

1.0e-71 

333 



6430 




% identity 86 

NCBI Description Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq, No. 


40943 




LIB3138-119-Q1-N1-H11 




BLASTX 


KfPRT (IT 


a4097880 


RL.AST score 


146 


Hi ValUc 


4 . Oe-17 


Mafph 1 onrrt~Vi 
rid L. oil J-Ciiy uii 


95 


& -? ri^nt" "i t v 


56 




(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


40944 


beq. iJJ 


T.TR31 38-11 9-01-N1-H2 


LYlctllUU. 


BLASTX 


1NOD1 ol 


rr4097880 

U T U J / u u u 


OilAJ J. 


172 


ual no 


7 . Oe-13 


Mai-r'n 1 on rri~ h 
iMciuoii j.ciiyun 


62 


x> iuciiL.iujr 


61 


NLI51 UcSClipLlUil 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


40945 


beq. lu 


LIB3138-119-Q1-N1-H4 


lYieTinou. 


RLASTN 


\Trin t CT 






33 


III Value 


3 . Oe-09 


MatCIl lenyLn 




O _LVJ.C11L.-L L-_y 


84 


NCBI Description 


Mo^iParrA eaf iTra TTlRKfA f DT T)~T\ Pi iT _ 1 1 DrOtSlH 
rlSuiCaUO ball Va iur\.iN_ri lui i-'iiciu ^ U ^- Lil 


Seq. No. 


40946 


beq. iu 


T.TR31 3R-120-O1-N1-B5 


Method 


TVF.A^TX 




rr41 38S83 
y*± ljo juj 




183 


Hi Value 


2 0e-20 


-a +- "1 d T"i /"Y"$~ 

jyia T-Cn iciiy t-n 


74 




73 


NCBI Description 


/viriR9*n ni^qf-iHir ATP/ADP-transoorter rSolanuiti tuberosum] 


Seq. No. 


40947 


Seq. ID 


LIB3138-120-Q1-N1-C5 


Method 


lOXxriO 1 IN 


NCBI GI 


g4097879 


BLAST score 


93 


E value 


8.0e-45 


Match length 


203 


% identity 


90 


NCBI Description 


Bean pod mottle virus complete segment RNA1 polyprotein 




gene, complete cds 


Seq. No. 


40948 


Seq. ID 


LIB3138-120-Q1-N1-F11 



6431 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

gl079735 

118 

5.0e-60 

194 

90 

Glycine soja ribulose 1, 5-bisphosphate carboxylase small 
subunit precursor (rbcS) gene, nuclear gene encoding 
chloroplast protein, complete cds 

40949 

LIB3138-120-Q1-N1-H12 

BLASTX 

gl019946 

190 

1.0e-14 

100 

45 

(U37060) ascorbate peroxidase [Gossypium hirsutum] 
40950 

LIB3138-121-Q1-N1-B3 

BLASTN 

gl431621 

154 

4.0e-81 

300 
92 

T.repens mRNA for protein kinase 
40951 

LIB3138-121-Q1-N1-C2 

BLASTX 

g4097880 

223 

3.0e-18 

90 
56 

(U70866) polyprotein [Bean pod mottle virus] 
40952 

LIB3138-121-Q1-N1-C7 

BLASTX 

g2330797 

282 

3.0e-25 

130 

47 

(Z98601) zinc finger protein [Schizosaccharomyces pombe] 
40953 

LIB3138-121-Q1-N1-E4 

BLASTX 

g4097880 

153 

1.0e-10 
52 
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fl 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 

(U70866) polyprotein [Bean pod mottle virus] 
40954 

LIB3138-121-Q1-N1-F4 

BLASTN 

g4097879 

155 

8.0e-82 

323 
87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

40955 

LIB3138-121-Q1-N1-G5 

BLASTN 

g210811 

69 

9.0e-31 

183 
87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40956 

LIB3138-121-Q1-N1-H11 

BLASTX 

g3925277 

210 

7.0e-17 

83 

47 

(AL032643) similar to Uncharacterized protein family 
UPF0034, Double-stranded RNA binding motif; cDNA EST 
yk489b3.5 comes from this gene; cDNA EST yk439g7.5 comes 
from this gene [Caenorhabditis elegans] 



Seq.. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



40957 

LIB3138-122-Q1-N1-D4 

BLASTN 

g210811 

51 

1.0e-19 

163 
88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

40958 

LIB3138-122-Q1-N1-D6 

BLASTN 

g210811 

35 

3.0e-10 

86 

91 



6433 



It 



NCBI Description Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

Seq. No. 40959 

Seq. ID LIB3138-122-Q1-N1-E8 

Method BLASTN 

NCBI GI g4406529 

BLAST score 117 

E value 4.0e-59 

Match length 296 

% identity 85 

NCBI Description Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

Seq. No. 40960 

Seq. ID LIB3138-122-Q1-N1-G2 

Method BLASTN 

NCBI GI g4097879 

BLAST score 181 

E value 3.0e-97 

Match length 455 

% identity 86 

NCBI Description Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

Seq. No. 40961 

Seq. ID LIB3138-122-Q1-N1-H10 

Method BLASTX 

NCBI GI g2492515 

BLAST score 244 

E value 8.0e-21 

Match length 109 

% identity 49 

NCBI Description CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 

>gi_2129924_pir_S58298 ATPase - pepper (fragment) 
>gi_929013_emb_CAA62084_ (X90472) ATPase [Capsicum annuum] 

Seq. No. 40962 

Seq. ID LIB3138-123-Q1-N1-A10 

Method BLASTX 

NCBI GI g229707 

BLAST score 161 

E value 3.0e-ll 

Match length 91 

% identity 41 

NCBI Description Bean pod mottle virus 

Seq. No. 40963 

Seq. ID LIB3138-123-Q1-N1-A2 

Method BLASTX 

NCBI GI g4566614 

BLAST score 230 

E value 7.0e-40 

Match length 93 

% identity 89 

NCBI Description (AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40964 

LIB3138-123-Q1-N1-A3 

BLASTX 

g3878443 

141 

1.0e-08 

114 
35 

(Z81568) similar to UTP— GLUCOSE- 1 -PHOSPHATE 
URI DYL YLTRANS FERAS E (EC 2.7.7.9) (UDP-GLUCOSE 
PYROPHOSPHORYLASE) (UDPGP) ; cDNA EST EMBL:D36116 comes 
this gene [Caenorhabditis elegans] 



from 



Seq. No. 


40965 


Seq. ID 


LIB3138-123-< 


Method 


BLASTN 


NCBI GI 


g3550981 


BLAST score 


33 


E value 


5.0e-09 


Match length 


69 


% identity 


87 


NCBI Description 


Arabidopsis 


Seq. No. 


40966 


Seq. ID 


LIB3138-123- 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


230 


E value 


1.0e-126 


Match length 


305 


% identity 


94 


NCBI Description 


Glycine max 



-C8 



subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40967 

LIB3138-123-Q1-N1-D7 

BLASTX 

g229708 

338 

7.0e-32 

93 

71 

Bean pod mottle virus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40968 

LIB3138-123-Q1-N1-E10 

BLASTX 

g4204695 

264 

4.0e-23 

77 

69 

(AF117062) putative inositol polyphosphate 5-phosphatase 
AtSPl [Arabidopsis thaliana] 



Seq. No. 



40969 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-123-Q1-N1-E7 

BLASTN 

g210811* 

53 

3.0e-21 

85 

91 

Bean pod mottle virus coat protein gene, complete cds, 
complete" middle component (M) RNA 

40970 

LIB3138-123-Q1-N1-G2 

BLASTX 

gl32845 

344 

2.0e-32 

121 

58 

60S RIBOSOMAL PROTEIN L27A (L29) (CRP1) 

>gi_71193__pir R6NC7A ribosomal protein L27a.e - Neurospora 

crassa >gi_2991_emb_CAA29635_ (X06320) put. ribosomal 
protein [Neurospora crassa] >gi_2993_emb_CAA31630_ (X13254) 
put. ribosomal protein (AA 1-14 9) [Neurospora crassa] 

40971 

LIB3138-123-Q1-N1-H10 

BLASTX 

g3831457 

166 

1.0e-ll 

90 

41 

(AC005700) putative ion channel protein [Arabidopsis 
thaliana] 

40972 

LIB3138-123-Q1-N1-H12 

BLASTX 

g3063459 

454 

2.0e-45 

105 

76 

(AC003981) F22013.21 [Arabidopsis thaliana] 
40973 

LIB3138-124-Q1-N1-A10 

BLASTX 

gl709191 

337 

1.0e-31 

93 

76 

MAJOR VAULT PROTEIN BETA (MVP-BETA) >gi_1362213_pir A57241 

major vault protein B - slime mold (Dictyostelium 
discoideum) >gi_887422_emb_CAA85473_ (Z37109) major vault 
protein B [Dictyostelium discoideum] 
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Seq. No* 40974 

Seq. ID LIB3138-124-Q1-N1-A5 

Method B3LASTX 

NCBI GI gll68347 

BLAST score 162 

E value 3.0e-ll 

Match length 112 

% identity 36 A ^„ rA 

NCBI Description ALCOHOL DEHYDROGENASE (ADH-T) >gi_282375__pir_A42654 

alcohol dehydrogenase (EC 1.1.1.1), thermostable - Bacillus 
stearothermophilus >gi_216230_dbj_BAAl4411_ (D90421) 
alcohol dehydrogenase [Bacillus stearothermophilus] 

Seq. No. 40975 

Seq. ID LIB3138-124-Q1-N1-A6 

Method BLASTX 

NCBI GI g2341042 

BLAST score 375 

E value 3.0e-36 

Match length 88 

% identity 80 

NCBI Description (AC000104) F19P19.26 [Arabidopsis thaliana] 

Seq. No. 40976 

Seq. ID LIB3138-124-Q1-N1-C12 

Method BLASTX 

NCBI GI gll5471 

BLAST score 344 

E value 1.0e-32 

Match length 121 

% identity 64 

NCBI Description CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673__emb_CAA36792_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 

Seq. No. 40977 

Seq. ID LIB3138-124-Q1-N1-F2 

Method * BLASTX 

NCBI GI g!935914 

BLAST score 227 

E value 8.0e-19 

Match length 52 

% identity 81 

NCBI Description (U77347) lethal leaf-spot 1 homolog [Arabidopsis thalxana] 

Seq. No. 40978 

Seq. ID LIB3138-124-Q1-N1-G10 

Method BLASTX 

NCBI GI g3342798 

BLAST score 174 

E value 5.0e-13 

Match length 72 

% identity 57 

NCBI Description (AF061240) glutamine cyclotransf erase precursor [Carica 
papaya] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI Gl' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40979 

LIB3138-124-Q1-N1-H10 

BLASTX 

g4097880 

248 

2.0e-21 

80 
64 

(U70866) polyprotein [Bean pod mottle virus] 
40980 

LIB3138-124-Q1-N1-H11 

BLASTX 

gl931654 

311 

1.0e-28 

71 

76 

(U95973) BRCAl-associated RING domain protein isolog 
[Arabidopsis thaliana] 

40981 

LIB3138-125-Q1-N1-B5 

BLASTX 

g543905 

107 

2.0e-ll 

108 
47 

B RAS S I NOSTEROID- REGULATED PROTEIN BRU1 >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 

40982 

LIB3138-125-Q1-N1-C1 

BLASTX 

g3560228 

274 

3.0e-24 

92 

59 

(AL031530) putative nadh-cyto chrome b5 reductase 
[Schizosaccharomyces pombe] 

40983 

LIB3138-125-Q1-N1-E4 

BLASTX 

gl38364 

416 

4.0e-41 

102 
78 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



6438 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40984 

LIB3138-125-Q1-N1-G10 

BLASTX 

g229707 

550 

1.0e-56 

117 

85 

Bean pod mottle virus 
40985 

LIB3138-125-Q1-N1-G2 

BLASTX 

g3080398 

159 

8.0e-ll 

86 

43 

(AL022603) putative protein [Arabidopsis thaliana] 
40986 

LIB3138-125-Q1-N1-H2 

BLASTX 

g!488043 

155 

7.0e-ll 

63 

46 

(U63784) PAPS-reductase-like protein [Catharanthus roseus] 
40987 

LIB3138-125-Q1-N1-H9 

BLASTN 

g2970050 

86 

1.0e-40 

202 

86 

Vigna radiata mRNA for ARG10, complete cds 



Seq. No. 

Seq. ID 

Method , 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40988 

LIB3138-126-Q1-N1-A1 

BLASTX 

g729773 

444 

3.0e-44 

123 

75 

HEAT SHOCK FACTOR PROTEIN 1 (HSF 1) (HEAT SHOCK 
TRANSCRIPTION FACTOR 1) (HSTF 1) >gi_429155_emb_CAA53761_ 
(X76167) heat shock factor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



40989 

LIB3138-126-Q1-N1-A4 

BLASTX 

g2104961 

377 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-36 

117 
63 

(U96967) alcohol oxidase [Pichia pastoris] 
40990 

LIB3138-126-Q1-N1-B6 

BLASTX 

g2865171 

429 

2.0e-42 

115 

69 

(AB010901) ribosomal protein L21 homolog 
[Schizosaccharomyces pombe] 

40991 

LIB3138-126-Q1-N1-C9 

BLASTX 

g2181190 

428 

2.0e-42 

119 

69 

(Y12531) serine/threonine kinase [Brassica oleracea] 
40992 

LIB3138-126-Q1-N1-D1 

BLASTN 

g531828 

62 

2.0e-26 

231 

82 

Cloning vector pSportl, complete cds 
40993 

LIB3138-126-Q1-N1-D5 

BLASTX 

gl02012 

224 

2.0e-18 

75 

59 

ecp2 protein - fungus (Cladosporium fulvum) 
>gi_2561_emb_CAA78401_ (Z14024) ecp2 [Cladosporium fulvum] 

40994 

LIB3138-126-Q1-N1-F4 

BLASTX 

g2832642 

161 

5.0e-ll 

90 

22 

(AL021710) putative protein [Arabidopsis thaliana] 
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# 



Seq. No. 40995 

Seq. ID LIB3138-126-Q1-N1-F6 

Method BLASTX 

NCBI GI g4097880 

BLAST score 251 

E value 6.0e-35 

Match length 121 

% identity 68 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 40996 

Seq. ID LIB3138-126-Q1-N1-F9 

Method BLASTN 

NCBI GI gl8551 

BLAST score 359 

E value 0.0e+00 

Match length 368 

% identity 99 

NCBI Description Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

Seq. No. 40997 

Seq. ID LIB3138-126-Q1-N1-G10 

Method BLASTN 

NCBI GI g4406529 

BLAST score 63 

E value 6.0e-27 

Match length 248 

% identity 88 

NCBI Description Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

Seq. No. 40998 

Seq. ID LIB3138-127-Q1-N1-B7 

Method BLASTX 

NCBI GI g3702338 

BLAST score 541 

E value 1.0e-55 

Match length 116 

% identity 84 

NCBI Description (AC005397) unknown protein [Arabidopsis thaliana] 

Seq. No. 40999 

Seq. ID LIB3138-127-Q1-N1-C11 

Method BLASTX 

NCBI GI g3549664 

BLAST score 166 

E value 1.0e-ll 

Match length 45 

% identity 62 

NCBI Description (AL031394) putative protein [Arabidopsis thaliana] 



Seq. No. 41000 

Seq. ID LIB3138-128-Q1-N1-E11 

Method BLASTX 

NCBI GI g4490330 

BLAST score 128 
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E value 
Match length 
% identity 
NCBI Description 



6.0e-14 

116 
47 

(AL035656) 
thaliana] 



splicing factor-like protein [Arabidopsis 





41001 


QezrT T P) 


LIB3138-128-01-N1-F3 


Mp"t"hnd 


BLASTX 


LN^OX \Ji 


a229708 


DiinJl OOUIC 


446 


J_i V d -L Lid 


1 . Oe-44 




103 


% identity 


79 


NCBI Description 


Bean pod mottle virus 




41002 


OC<4* XL/ 


illD Jl JO i^U S± X J- 1 -L >J 


Me*1~hod 


BLASTN 


INL-oX VjX 




DixH.O 1 SCO ire 




£j VaiUc 


1 Oe-49 


Mat r~«Vi 1 OTirr+*Vi 
L v JCt LL«Xl XGHy Uil 


168 


% identity 


90 


NCBI Description 


Pisum sativum L. aldolase gene, 


beg. wo. 




beq. lu 


T TR?1 "38 — 1 98-01 — NT1 — 
JjIDjijO 1ZD yl 1NX uJ 






NLdX IjX 


gzz y / uo 


BLAST score 


1 

x :?o 


Hi Vci.-LU.t2 








% identity 


45 


NCBI Description 


Bean pod mottle virus 


Q orr \T/~\ 


41 Dfi4 

*± X V \J *± 


Qarr T Pi 

oeq* iu 


T.TR^I 28-01 -Ml -Hi ? 

ilXDJlJO XZ.U \^X IN X li.-L£. 


llC L11UU 


BLASTX 


MfRT ("IT 




rji-Ltt.oj. score 




Hi v d X UC 


7 . Oe-43 


Mafrh 1 on n"i~ h 
i v ici luii xemy cii 


104 


% identity 


74 


NCBI Description 


(AC004557) F17L21.13 [Arabidops. 


Seq. No. 


41005 


Seq. ID 


LIB3138-128-Q1-N1-H5 


Method 


BLASTN 


NCBI GI 


gl69036 


BLAST score 


72 


E value 


2.0e-32 


Match length 


124 


% identity 


90 


NCBI Description 


Pisum sativum L. aldolase gene, 


Seq. No. 


41006 



3' end cds 



3' end cds 



6442 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3138-129-Q1-N1-A1 

BLASTN 

g4097879 

137 

4.0e-71 

269 
88 

Bean-pod mottle virus complete segment RNA1 pojL-yprotein 
gene, complete cds 

41007 

LIB3138-129-Q1-N1-C11 

BLASTX 

g2347143 

335 

1.0e-31 

86 
67 

(U48234) spU2AF23 [Schizosaccharomyces pombe] 
41008 

LIB3138-129-Q1-N1-C2 

BLASTN 

g210811 

39 

1.0e-12 

90 
87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41009 

LIB3138-129-Q1-N1-D4 

BLASTX 

g539016 

146 

3.0e-09 

40 

65 

reverse transcriptase (copia-like retrotransposon) Ta7 - 
Arabidopsis thaliana (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41010 

LIB3138-129-Q1-N1-E4 

BLASTN 

g20728 

98 

8.0e-48 

273 

89 

Pea chloroplast GAPA mRNA encoding 
glyceraldehyde-3-phosphate dehydrogenase 
(EC 1.2.1.13) 



(GAPDH) subunit A 



Seq. No. 
Seq. ID 
Method 



41011 

LIB3138-129-Q1-N1-F8 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2132987 
246 

5.0e-21 

107 
36 

probable membrane protein YPL134c - yeast (Saccharomyces 
cerevisiae) >gi_1244780 (U43703) Lpillp [Saccharomyces 
cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



41012 

LIB3138-129-Q1-N1-G12 

BLASTN 

g667048 

66 

6.0e-29 

106 
91 

P. vulgaris mRNA for protein phosphatase 1 



(PPD 



41013 

LIB3138-130-Q1-N1-A8 

BLASTX 

gl36057 

298 

3.0e-27 

88 

67 

TRIOSEPHOS PRATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

41014 

LIB3138-130-Q1-N1-B1 

BLASTN 

g210811 

122 

4.0e-62 

334 

84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



41015 

LIB3138-130-Q1-N1-C11 

BLASTN 

gl69036 

81 

1.0e-37 

113 

93 

Pisum sativum L. aldolase gene, 



3' end cds 



41016 

LIB3138-130-Q1-N1-D7 

BLASTX 

g4097880 



6444 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. - 

SeqT ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



434 

4.0e-43 

107 

78 

(U70866) polyprotein [Bean pod mottle virus] 
41017 

LIB3138-130-Q1-N1-F12 

BLASTN 

gl2147 

233 

1.0e-128 

325 
93 

Pea chloroplast genes for ATP synthetase subunits beta and 
epsilon (atpB and atpE) 

41018 

LIB3138-130-Q1-N1-F7 

BLASTX 

gl25578 

193 

6.0e-15 

96 
47 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 

41019 

LIB3138-130-Q1-N1-H11 
BLASTX 
g4097880 
462 

2.0e-46 
118 
77 

(U70866) polyprotein [Bean pod mottle virus] 
41020 

LIB3139-001-Q1-N1-A4 
BLASTX 
g2853078 
220 

6.0e-18 

120 
43 

(AL021768) TMV resistance protein N-like [Arabidopsis 
thaliana] 



(PRKASE) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41021 

LIB3139-001-Q1-N1-B11 

BLASTX 

g3212869 

138 

7.0e-09 
66 



6445 



% identity 48 

NCBI Description (AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41022 

LIB3139-001-Q1-N1-B2 

BLASTX 

g4204289 

198 

2.0e-15 

95 

55 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41023 

LIB3139-001-Q1-N1-B3 

BLASTN 

gl70065 

184 

3.0e-99 

244 

18 

Soybean {G.max} proline-rich cell wall protein 
gene, complete cds 



(SbPRP2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41024 

LIB3139-001-Q1-N1-C10 

BLASTX 

g2493129 

136 

1.0e-08 

57 

58 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_459198 (U07052) vacuolar H+-ATPase subunit B 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41025 

LIB3139-001-Q1-N1-D12 

BLASTN 

g210811 

137 

5.0e-71 

360 

87 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41026 

LIB3139-001-Q1-N1-E1 

BLASTX 

g2827702 

289 

5.0e-26 

55 

89 

(AL021684) predicted protein [Arabidopsis thaliana] 



6446 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41027 

LIB3139-001-Q1-N1-G2 
BLASTN 
g20901 
100 

6.0e-49 

152 
91 

Pisum sativum mRNA for manganese superoxide dismutase 
41028 

LIB3139-002-Q1-N1-A1 
BLASTX 
gl706329 
645 

1.0e-67 

142 
8 2 

PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi 2146788_pir S65471 pyruvate decarboxylase (EC 4, 

(clone PDC2) - Garden pea (fragment) 
>gi_1177605_emb_CAA91445_ (Z66544) pyruvate decarboxylase 
[Pisum sativum] 



.1.1.1) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



41029 

LIB3139-002-Q1-N1-A2 

BLASTN 

gl763062 



BLAST score 


66 


E value 


6.0e-29 


Match length 


98 


% identity 


92 


NCBI Description 


Glycine max putative ■ 




mRNA, complete cds 


Seq. No. 


41030 


Seq. ID 


LIB3139-002-Q1-N1-C10 


Method 


BLASTN 


NCBI GI 


g20556 


BLAST score 


114 


E value 


3.0e-57 


Match length 


322 


% identity 


86 


NCBI Description 


Petunia hsp70 gene 


Seq. No. 


41031 


Seq. ID 


LIB3139-002-Q1-N1-C3 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


297 


E value 


9.0e-42 


Match length 


121 


% identity 


64 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


41032 



6447 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3139-002-Q1-N1-C7 

BLASTX 

g4417287 

307 

3.0e-28 
95 
61 

(AC007019) 



unknown protein [Arabidopsis thaliana] 



41033 

LIB3139-002-Q1-N1-E7 

BLASTX 

g2911797 

149 

5.0e-10 

64 
48 

(AF008183) 4-coumarate:CoA ligase 2 [Populus balsamifera 
subsp. trichocarpa X Populus deltoides] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41034 

LIB3139-002-Q1-N1-H12 

BLASTN 

g434905 

63 

7.0e-27 
209 
87 

A. thaliana 
(1471bp) 



(Columbia) gene for S18 ribosomal protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



41035 

LIB3139-003-P1-N1-C1 

BLASTX 

g2088647 

242 

1.0e-20 

99 

57 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 

41036 

LIB3139-003-P1-N1-C5 

BLASTX 

g3114968 

178 

3.0e-13 

86 

43 

(Y14 997) prolidase [Suberites domuncula] 
41037 

LIB3139-003-P1-N1-D10 

BLASTX 

g4539314 



6448 





BLAST score 


211 




Ci VdlUc 


5 . Oe-17 






110 




^5 luentity 


42 




NPRT rjAc-nr"! nt* i nn 


(AL035679) kinesin like protein [Arabidopsis thaliana] 






41038 




O C • lu 


LIB3139-003-P1-N1-D8 




\fi /•N^l 

jxieunou 


J-JJ-LTlO 1 A 




MfDT (IT 


a283362 




BLAST score 


308 




E value 


2.0e-28 






111 




S- 1 *~i£XT , l "4" T "I - T T 

% iu.erii-JLL.y 






WLiJl UcSLIipLlUIl 


1-vrnsine — tRNA liaase (EC 6.1.1.1) precursor, mitochondrial 






- Podosoora anserina 






41039 


"J- 


OCt[ ■ J.LJ 


LIB3139-003-P1-N1-E2 


Hi 


Method 


ljIltiO 1 A 




NCBI GI 


g3935157 


ffl 


BLAST score 


263 




E value 


4 . US ^ J 


P 


Maticn lengmn 


0 




% identity 


Oft 






fACO0S106} T25N20 21 TArabidopsis thaliana] 




beg. wo. 








LIB3139-003-P1-N1-F2 






JDJ_iriO X A. 




NCBI GI 


gl63575 




BLAST score 


148 




Hi Vallic 






Matcn lengtn 






% identity 






XIPRT Flo crri ■pit- t on 


fM62429^ oolvubiouitin TBos taurusl 




oeq. jno . 


41 041 

*± X U *± X 






LIB3139-003-P1-N1-F5 




jyiennoa 


OlxrlO 1 A 




NCBI GI 


g!362060 




BLAST score 


177 




TP rm 1 n /^v 

tj value 






Matcn lengun 






% identity 






J>JV^.Dl UcbOI ip LXvJXJl 


H*=h vHTorrni na «;e— shikimate dehvdrocrenase — crarden pea 




oeq • no . 


41 049 






LIB3139-003-P1-N1-F6 




Metnoa 


"RT aQTM 
DiofiO ± IN 




NCBI GI 


g403326 




BLAST score 


44' 




E value 


1.0e-15 




Match length 


120 




% identity 


84 




NCBI Description 


T.repens TrMTIA mRNA for metallothionein-like protein 



6449 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
.-% identity 
NCBI Description 



Seq* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



41043 

LIB3139-003-P1-N1-F7 

BLASTN 

g210811 

129 

2.0e-66 

269 

90 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41044 

LIB3139-004-P1-N1-A10 

BLASTX 

g229707 

230 

3.0e-19 

97 
48 



NCBI Description Bean pod mottle virus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41045 

LIB3139-004-P1-N1-A9 

BLASTX 

g541943 

242 

3.0e-23 

73 

73 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
, % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41046 

LIB3139-004-P1-N1-E5 

BLASTN 

g4097879 

33 

5.0e-09 

100 

91 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41047 

LIB3139-004-P1-N1-F8 

BLASTN 

g4097879 

90 

5.0e-43 

238 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 
Seq. ID 
Method 



41048 

LIB3139-005-P1-N1-A1 
BLASTX 



6450 








BLAST score 


371 


E value 


1.0e-35 


Mat-Cn xengun 


0 ^ 


% identity 




nv^xdx uescripuion 


fannni^l'M nni-a-M ve* anion exchanae orotein 3 TArabidopsis 




f ha 1 i a ti J3 1 

UiiCJ.-L.LCtlJ.ClJ 








LIB3139-005-P1-N1-A12 


Method 


PT Zi^TY 


NCBI GI 


g4432832 


BLAST score 


154 


E value 


1 n^-i n 

i. . Ufc; JL U 


Match length 


7 


% identity 


c C 


jnudx uescrxpt.xon 


farnnfi^a^l eHm-H^r fn nrotein Htf9C FArabidoDsis thaliana 


beg. no. 


4 1 n so 




LTB3139-005-P1-N1-C6 


Method 


DT 7\CTiy 
oXifiO 1 A 


NCBI GI 


g2961348 


BLAST score 


245 


E value 


D • Uc 1 


Match lengtn 


XXO 


% identity 


A A 

4 4 


inodX uescripT-ion 


/ ziT fi9 9 1 4 n ^ nn t- ^> t- 1 \rc* n-rnir ^ i n r Ar^bi dons is thaliana! 


beg. no. 




oeg. lu 


JjlDJU J UU J IT -L iUi 1-1- vJ 


Method 


JDXiriO 1 A 


NCBI GI 


gXooJOfi 


BLAST score 


oXO 


E value 


o . Ue-o / 


Match length 


89 


% identity 


87 


jncdx uescripLion 


nFKfnMF POT-YPROTFTN M fPONTATNS • COAT PROTEIN VP37; COAT 


ppnTTTTM \7P9"^^ ^>ct\ 7^fi^Q nir H-NWXf^7 rr^nnme DolvDrotein M 

J. HjXIN vtz£0) f JUJ j LJJ.X ^jLn vv/\"o / y \3ii»w'iLL^ ^ M ^-'-i-_Y 2r L,v - , - Lli fc * 




"Koa-n noH mr\f- fl o Trn-riiQ f <5t*r3i n Kp»n+"1"! plcv G7 1 >Cri 210812 
iJtr dli £JUvJ. lUULLlc VlIUo ^oui.ciJ.ix ivciiluua^ vj / ; j. v u j. a« 




fMfi97^fi^ rript" nrnt/pin TBean nod mottle virusl 


beg. no. 


4 X UOZ 


beg. lu 




Method 


PT nq™ 


NCBI GI 


g2598656 


BLAST score 


53 


E value 


o n Q „01 

o . ue~/ x 


Match lengtn 


XXO 


% identity 


Q 7 
O / 


NUbi uescnpi,xon 


\7n a faha ttiRMA "For* e*~\ nnrrs t" i nn fflrfOT* 1 — aloha fEFl - a) 


Seg. No. 


4 XUO J 


Seg. ID 


LIB3139-006-P1-N1-A8 


Method 


BLASTX 


NCBI GI 


g3860273 


BLAST score 


306 


E value 


4.0e-28 



6451 



Match length 

% identity 

NCBI Description 



Seq. No. 
. Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



117 
53 

(AC005824) hypothetical protein [Arabidopsis thaliana] 
>gi_4314398_gb_AAD15608_ (AC006232) hypothetical protein 
[Arabidopsis thaliana] 

41054 

LIB3139-006-P1-N1-B8 

BLASTN 

g642129 

78 

5.0e-36 

146 

88 

Arabidopsis thaliana AME1 mRNA for protein kinase, complete 
cds 

41055 

LIB3139-006-P1-N1-B9 

BLASTX 

g4097880 

339 

6.0e-32 

118 

58 

(U70866) polyprotein [Bean pod mottle virus] 
41056 

LIB3139-006-P1-N1-C11 

BLASTX 

gl38364 

213 

2.0e-17 

97 

54 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

41057 

LIB3139-006-P1-N1-E11 

BLASTN 

g4097879 

87 

3.0e-41 

267 

83 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41058 

LIB3139-006-P1-N1-E5 

BLASTX 

g3935181 

240 

2.0e-20 



6452 



Match length 


f ■ 

W 

58 


% identity 


74 


jmudx uescr xpuxuii 




oeq. JNO . 


41 DRQ 

r± J. U -J _7 


C A A TO 

beq. ID 


T TR^1 ^Q-HDfi-Pl —Ml -F7 
lilDJl Ji? UVJO JTJ. INJ. r / 


1V>T >-S "L^ y*v 


tat z\^ty 


XTPT5T (ZT 
INUoX VjJL 


rr4nQ7ftflO 
y i u j / oou 




402 


E value 


2.0e-39 


Match length 


116 


i> iueni.-LT-y 


79 


jmudi uescnpLion 


fn7PlAfifi^ Ttol \mr*rit , P"i n 

^ U / UOOD) pUiyjJlULClli 


oeq. jno. 


41 n fif) 

11UDU 


O a a TH 

beq. id 


t tr^i ^Q-nnfi-Pi —"Mi -hq 


jxie tnou. 


13 J_uri.O 1 IN 






Dlxtt.O 1 5 CvJ-L c 




E" value 


5.0e-29 


Match length 


"166 


*i /"\ -h- n -f~ t r 

^ lQenniuy 


P R 


NCbi uescripT.iou 


dl \ r a "i t~i o m a v QnpTDQP o i 
uiyLlilC ILLcLA. OU-O-HJOC O 


O A A- VT A 

oeq • JNO • 


4 1 Ofil 


beq. ID 


T TD^I *5Q_nn7 — PI — "Ml — ZH 1 
hXO^jLjy UU / JrX JNX riXX 


Method 


J3XxH.O 1 A 


NLdI *jX 


y Jl / DOD 3 


T3T SOT 1 o AAro 

oiiAoi score 


1 Qfi 

X -70 


E value 


2.0e-15 


Match length 


68 


% identity 


A7 


NCBI Description 


^H.LfUU flO -/ J ^ XliIlCL lfc> tut 


O A A XT A 

oeq. In o • 


41 Dfi9 


beq. id 


T TP^I *^Q— nn7 — Pi —Ml — a4 

XjXooX ,3:7 UU / irX INX ri^i 


Method 


DT 7\QT>Y 
rslifiD 1 A 


TJpDT f2T 
LNtDi Ul 




BXiriOi. bt/UIc 


*J u *± 


ill V dJL LLC 


6. Oe-28 


Match length 


105 


% identity 


63 


NCBI Description 1 


(AF027174) cellulose 



(SS) mRNA, complete cds 



off. [Arabidopsis thaliana] 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41063 

LIB3139-007-P1-N1-C8 

BLASTN 

g210811 

116 

1.0e-58 

274 
88 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 



41064 



6453 



Seq. ID 


LIB3139-007-P1-N1-D2 


Mpthod 


BLASTX 


NCBI GI 


g538502 


BLAST score 


254 


TP, va 1 1 1 p 

ill v axu? 


5.0e-22 


M^'hr'h 1 pnfrth 

Lid L. Ui 1 J.C11^ Uil 


74 




64 


NCBI Description 


(L36231) peroxidase [Stylosanthes humilis] 




41065 


Sea ID 


LIB3139-007-P1-N1-F1 


Mpt"hnri 


BLASTX 


NCBI GI 


g3953458 


BLAST score 


242 


F. 1 IIP 


1.0e-20 


Lid I— ^.IJ. XCilU 


51 


§c 1 H on "f~ l *h \/ 


88 


NCBI Description 


(AC002328) F20N2.3 [Arabidopsis thaliana] 




41066 


Sea ID 


LIB3139-007-P1-N1-F4 


l v ic uilUU 




NCBI GI 


g4455330 


BLAST score 


220 


Hi vaxuc 


5 . Oe-18 


rlaCCii -Leily Lil 


76 


15 -LUdlUXLy 


S7 


NPRT np^rrintioTi 

\ur ±J X IS O ^ J— -L. l_ -L. ^ X J. 


(AL035525) contains EST gb:T44002 [Arabidopsis 


OCl| • LNC • 


41067 


Seq. ID 


LIB3139-007-P1-N1-F9 




RT.A^TN 


iN^.DX yl 




BLAST score 


54 


E value 


1.0e-21 


Mai- oh 1 on rr+* n 


98 




89 


LNO.D-L Ucaui ipi.±uii 


Pi *5nrn sativum (clone PsRCI22-3) callus protein 




complete cds 


OC^t LN <J • 


41068 


Seq. ID 


LIB3139-007-P1-N1-H6 


Mot nori 

Lie; L, 1 1UU . 


BLASTN 


NCBI GI 


gl9511 


BLAST score 


101 


T7 3 "1 11 O 
Ij V Cl-L LLC 


1 . Oe-49 


riatcn xeiiyLii 






85 


NPRT np^rri Dt ion 


L.polyphyllus itiRNA for ribosomal protein S16 




41069 


Seq. ID 


LIB3139-008-P1-N1-C1 


Method 


BLASTX 


NCBI GI 


g4325371 


BLAST score 


201 


E value 


9.0e-16 


Match length 


55 



6454 



% identity 

NCBI Description 



71 

(AF128396) contains similarity to Medicago truncatula N7 
protein (GB:Y17613) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



41070 

LIB3139-008-P1-N1-C7 

BLASTX 

g4510376 

231 

3.0e-19 

77 
58 

(AC007017) unknown protein [Arabidopsis thaliana] 
41071 

LIB3139-008-P1-N1-D2 

BLASTX 

g4097880 

220 

5.0e-18 

76 
61 

(U70866) polyprotein [Bean pod mottle virus] 
41072 

LIB3139-008-P1-N1-E4 

BLASTX 

g3738301 

235 

9.0e-20 

99 

45 

(AC005309) putative zinc-finger protein [Arabidopsis 
thaliana] >gi_424 9397 (AC006072) putative zinc-finger 
protein (B-box zinc finger domain) [Arabidopsis thaliana] 

41073 

LIB3139-008-P1-N1-F11 

BLASTX 

g2960358 

207 

4.0e-22 

107 

55 

(AJ224895) caffeoyl-CoA 3-O-methyltransf erase [Populus 
balsamifera subsp. trichocarpa] >gi_2960360__emb_CAA12200_ 

(AJ224896) caffeoyl-CoA 3-O-methyltransf erase [Populus 
balsamifera subsp. trichocarpa] >gi__3550590_emb_CAA114 95__ 

(AJ223620) caffeoyl CoA 3-O-methyltransf erase [Populus 
balsamifera subsp. trichocarpa] 

41074 

LIB3139-008-P1-N1-G11 

BLASTN 

g210811 

173 

1.0e-92 



6455 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305 
89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41075 

LIB3139-008-P1-N1-G8 

BLASTX 

gl778095 

268 

1.0e-23 

89 
65 

(U64903) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 



Seq, No. 


4 JLU / 0 


C n TVS 

beq. ID 


T TH^I "50-000- PI —Ml — f"M 
LlDOlJ^ rl INI U^l 


Method 


DT 7\ CfM 

rsliAb i W 


NCBI GI 


gio /4o 


Dixfioi score 


D f 


E value 


j . Uc ^ ft 


Match length 


88 


% identity 


92 


NCBI Description 


boyoean scji*t gens ior npuAyy ciiaoc 


Seq. No. 


4 1U / / 


beq. lu 


T TR^1 ^Q-finQ-Pl — KI1 -HQ 
Jj±r30J.O^ UUj it J. INX JJ:7 


Method 


DT 7\C TTV 


NCBI GI 


g^o / o4 4 U 


iDiiiibi score 




E value 


z . ue—z / 


J/lcA L Oil Xclly Lil 




% identity 


46 


NCBI Description 


(X67425) pectinesterase [Pisum sativum] 


Seq. No. 


41078 


Seq. ID 


LIB3139-009-P1-N1-E4 


Method 


BLASTX 


NCBI GI 


g2911075 


BLAST score 


265 


E value 


3.0e-23 


Match length 


86 


% identity 


58 


NCBI Description 


(AL021960) putative protein [Arabidopsi 


Seq. No. 


41079 


Seq. ID 


LIB3139-009-P1-N1-F12 


Method 


BLASTN 


NCBI GI 


g4218522 


BLAST score 


174 


E value 


4.0e-93 


Match length 


327 


% identity 


90 


NCBI Description 


Pisum sativum mRNA for PPF-1 protein 



6456 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41080 

LIB3139-009-P1-N1-F7 

BLASTN 

g210811 

40 

3.0e-13 

60 

92 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41081 

LIB3139-010-P1-N1-G3 

BLASTN 

g4097879 

103 

1.0e-50 

251 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41082 

LIB3139-010-P1-N1-H10 

BLASTN 

g2738981 

85 

4.0e-40 

149 

89 

Glycine max cytochrome P450 monooxygenase CYP71A10 
(CYP71A10) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41083 

LIB3139-010-P1-N1-H8 

BLASTN 

g210811 

147 

5.0e-77 

271 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41084 

LIB3139-011-P1-N1-C4 

BLASTX 

g2642165 

247 

9.0e-33 

119 

59 

(AC003000) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



41085 

LIB3139-011-P1-N1-D4 
BLASTN 



6457 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4097879 
168 

1.0e-89 

344 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41086 

LIB3139-011-P1-N1-E5 

BLASTN 

g4097879 

170 

9.0e-91 

358 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41087 

LIB3139-011-P1-N1-F12 

BLASTX 

g3702342 

160 

6.0e-ll 

120 

44 

(AC005397) hypothetical protein [Arafoidopsis thaliana] 
41088 

LIB3139-011-P1-N1-F5 

BLASTX 

g4097880 

215 

1.0e-24 

120 
54 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41089 

LIB3139-011-P1-N1-H10 

BLASTN 

g4097879 

151 

2.0e-79 

335 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41090 

LIB3139-012-P1-N1-A2 

BLASTX 

g3925703 

237 

1.0e-30 
126 



6458 



^ 1U.C1IL.X Lj 






(X95905) 14-3-3 protein [Lycopersicon esculentum] 


Oct] • IN (J • 


41 091 


tj C • J. u 


LIB3139-012-P1-N1-A3 


Mo +- h p>H 

11C UllVJvX 


1 1 1 1 1— 1 1 1 X 


NCBI GI 


gl781326 


BLAST score 


347 


J-i VaJ. LiC 


7 . Oe-33 


l v id lcIiyL.ll 








NPRT npqpri nf i on 


(Y10464) peroxidase [Spinacia oleracea] 


OcLi[ • IN<J . 


41 HQ? 


C prr Tf) 


T.TR^139-012-P1-N1-E7 

U1DJ1 J J vli X X LN X XJ / 


LYietllOU. 


RT.A^TX 


NCBI GI 






IRQ 


W 1 no 
£j Val Lie 


i t X *± 


Match length 


81 


% identity 


49 


LxV^DX L/C O V L -L^J (_ X Ull 


PAFFEOYL-COA O-METHYLTRANSFERASE (TRANS-CAFFEOYL-COA 


J U — l w iili X il X Xj X I\r41N O C HixvfiO Hi J ^ O^Wrai 1 X } \ 'v^UflUl I X / -^y x u ^-i ' «-> / u 




^Ut. i llu j LdllcUyl L.Uri O \J illcLiiyxLiaiioiciaoc L xw^uxu.o 




X.X ClllU.101U.CO J 


beg. wo. 


^ 1 U 




DID JX J J W X ^- XX il X 


rue luou 


DixciO X A 


NCBI GI 


g4154281 


BLAST score 


178 


Hi VcHUc 


^ Op-1 ^ 

Jt UC X J 


riaLCu jLeriyuii 




% identity 


0 1 


wv^di uescription 




oeq . wo • 


*± 1U 2?^ 


c Pf7 t n 

OCu[i x u 


T.TR^I ^9-01 ^-P1 -N1 -A1 1 

xj x lj •JXtJj' \j J- *j xx l<i j. n _L X 


Mo*i- n r^H 


1 1 r n 1 1 x a. 


NCBI GI 


g4104931 


BLAST score 


219 


Hi VC1XU.C 




i v ia.X-cn lenyLu 




% ldenT-ii-y 






^AFD491QifI^ anyiTi rp<;nnn«!P f 3rt*nr fi T AT^hji don^is thalianal 

^ fiXT \J *± X ^ \J } aLlAXil X COUUllOC luOLUl (J [FIX ClX/X^xUL/OXQ wliuxxuiiu j 


beq . wo . 


fi 1 U 


C!orr TD 

OcCJ* IL/ 


T.TR^I ^Q-D1 ^-P1 -Ml -A^ 

LIOJIJ J U1J X7X IhX ri J 


1 1C L.IL\J\J. 


xjxxriih? 1A 


kihtz t c* t 
WUdI (jiI 


rrl 0791 Pfi 


RT.AST qrnrp 


306 


E value 


4.0e-28 


Match length 


89 


% identity 


69 


NCBI Description 


(U40941) weak similarity to the S. cerevisiae SUR2 protein 




(SP:P38992) [Caenorhabditis elegans] 



6459 





41096 


Seq. ID 


LIB3139-013-P1-N1-D3 


lie UIUU 


BLASTN 


NCBI GI 


g4138178 


BLAST score 


71 


Hi V CL -L UiC- 


1. 0e-31 




x -j 


& T d T""l "I - 1 4~T7 






Malus doitiestica mRNA for 


uc^« IN « 


41097 


Spa ID 


LIB3139-013-P1-N1-E12 


Mpt hod 


BLASTN 


MPDT (IT 




BLAST score 


189 


E value 


1.0e-102 




^44 


^ jLUCilLlLy 










fF'^H'-U nriRNfA nnTTvnl ptp pH< 




41098 


Sea. ID 


LIB3139-013-P1-N1-G12 


Method 


BLASTX 


NCBI GI 


g4406778 


BLAST score 


228 


E value 


6.0e-19 


Match length 


120 



1 alpha subunit 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



(AC006532) putative brassinosteroid insensitive protein 
[Arabidopsis thaliana] 

41099 

LIB3139-013-P1-N1-H11 

BLASTN 

g609224 

91 

1.0e-43 

259 
84 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 

41100 

LIB3139-014-P1-N1-A8 

BLASTX 

g4097880 

415 

7.0e-41 

106 

76 

(U70866) polyprotein [Bean pod mottle virus] 
41101 

LIB3139-014-P1-N1-D9 
BLASTN 



'6460 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4388705 
35 

3.0e-10 

183 

89 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Ofc;^ • INvJ • 


41102 


oeq. iu 


LlDJlJ J U J- *± L\ -L EJ\J 




Dlinu J. .a. 


KTpTDT (IT 




□ Liriu I oowj-C 


327 


E value 


2.0e-30 


Match length 


121 


% identity 




NCBI Description 




Seq. No. 


4 11U J 


Seq. ID 


LIhSoIoy-U14 — Fl-iNl— Hi / 


Method 


nj 71 0 <"p VT 

BLASTN 


JNIObl \jL 


gzoyo oo d 


BLAST score 


141 


E value 


2.0e-73 


Match length 


285 


% identity 


Q 1 
0 / 


NCBI Description 


vicia raoa mKJM/i ior eionganon iaCL 


Seq. No. 


4 11U4 


Seq. ID 


T TOtll *3G HI A D1 —Ml — TT/! 
LlDjljy U14 - rl"lNl r 4 


Method 


BliAbilN 


INUol bl 


rrZL7Q1 Ad 
g^t / :?xf± *» 


Joiiiiibi score 




E value 


1 Ho— 1 1 ? 

1 . ue 110 


Match length 


293 


% identity 


95 


JNOrii Description 


f -m — 1 TT>DM2i -Pay* 7\ T 1 T5 oim+'Ka co oil Vm in i +* 

vj.max iuJtviN/i ior riiir oyii tiiciofc; 0 ujjuiix l. 


Seq. No. 


/II 1 AC 

4 11UO 


beq. 1JJ 


T TR^I ^Q-D1 4— Pi —Ml -F7 


Method 


nT 7\C rnvr 


NCBI GI 


gzluoll 


niiAo i score 


1 ^9 


E value 


*± • utr 00 


Match length 


332 


% identity 


85 


NCBI Description 


Bean pod mottle virus coat protein 




complete middle component (M) RNA 


Seq. No. 


41106 


Seq. ID 


LIB3139-014-P1-N1-G4 


Method 


BLASTX 


NCBI GI 


gl403675 


BLAST score 


309 


E value 


2.0e-28 


Match length 


106 


% identity 


60 



complete cds, 



6461 



NCBI Description (U41323) beta-1, 3-glucanase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41107 

LIB3139-015-P1-N1-A3 

BLAST N 

g4097879 

127 

5.0e-65 

239 

88 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41108 

LIB3139-015-P1-N1-C8 

BLASTX 

gl38364 

461 

3.0e-46 

110 

84 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


41109 


Seq. ID 


LIB3139-015-P1-N1-H10 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


190 


E value 


6.0e-15 


Match length 


45 


% identity 


82 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


41110 


Seq. ID 


LIB3139-016-P1-N1-B6 


Method 


BLASTN 


NCBI GI 


g!518539 


BLAST score 


329 


E value 


0.0e+00 


Match length 


349 


% identity 


99 


NCBI Description 


Glycine max UDP-glucose dehydrogenase mRNA, complete 


Seq. No. 


41111 


Seq. ID 


LIB3139-016-P1-N1-D11 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


136 


E value 


1.0e-70 


Match length 


272 


% identity 


88 


NCBI Description 


Bean pod mottle virus coat protein gene, complete cds 



complete middle component (M) RNA 



6462 



Seq. No. 41112 

Seq. "ID LIB3139-016-P1-N1-E5 

Method BLASTX 

NCBI GI g4467359 

BLAST score 260 

E value 1.0e-22 

Match length 66 

% identity 77 

NCBI Description (AJ002685) Phosphatidylinositol 4-kinase [Arabidopsis 
thaliana] 

Seq. No. 41113 

Seq. ID LIB3139-016-P1-N1-F12 

Method BLASTN 

NCBI GI g303900 

BLAST score 87 

E value 3.0e-41 

Match length 335 

% identity 50 

NCBI Description Soybean gene for ubiquitin, complete cds 

Seq. No. 41114 

Seq. ID LIB3139-016-P1-N1-F9 

Method BLASTX 

NCBI GI g2764524 

BLAST score 200 

E value 1.0e-15 

Match length 59 

% identity 68 

NCBI Description (AJ000520) Rieske iron-sulfur protein Tic55 [Pisum sativum] 

Seq. No. 41115 

Seq. ID LIB3139-016-P1-N1-G1 

Method BLASTX 

NCBI GI gl38364 

BLAST score 206 

E value 2.0e-16 

Match length 96 

% identity 52 

NCBI Description GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir_GNWXG7 genome polyprotein M - 
bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

Seq. No. 41116 

Seq. ID LIB3139-016-P1-N1-G8 

Method BLASTX 

NCBI GI gl781299 

BLAST score 231 

E value 3.0e-19 

Match length 66 

% identity 73 

NCBI Description (Y09506) trans former-SR ribonucieoprotein [Nicotiana 
tabacum] 

Seq. No. 41117 

Seq. ID LIB3139-016-P1-N1-H6 



6463 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Sfeq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g229707 

227 

1.0e-18 

64 

67 

Bean pod mottle virus 
41118 

LIB3139-017-P1-N1-E6 

BLASTX 

g3860274 

227 

8.0e-19 

74 

66 

(AC005824) unknown protein [Arabidopsis thaliana] 
>gi_4314397_gb_AAD15607_ (AC006232) putative zinc finger 
protein [Arabidopsis thaliana] 

41119 

LIB3139-017-P1-N1-G8 

BLASTN 

g210811 

43 

4.0e-15 

202 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41120 

LIB3139-017-P1-N1-H5 

BLASTN 

g2304954 

57 

2.0e-23 

97 

90 

Glycine max aluminum induced sali5-4a mRNA, complete cds 
41121 

LIB3139-017-P1-N1-H9 

BLASTX 

g2979554 

494 

4.0e-50 

125 

63 

(AC003680) CDC4 like protein [Arabidopsis thaliana] 
41122 

LIB3139-018-P1-N1-A6 

BLASTX 

g4097880 

285 

5.0e-26 



6464 



Match length 


75 


% identity 


79 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


41123 


Seq. ID 


LIB3139-018-P1-N1-B4 


Method 


BLASTN 


NCBI GI 


g414833 


BLAST score 




E value 


3.0e-16 


Match length 


73 


% identity 


97 


NCBI Description 


Glycine max (Rab7p) mRNA, complete cds 


Seq. No. 


41124 


Seq. ID 


LIB3139-018-P1-N1-D11 


Method 


BLASTX 


NCBI GI 


g!38364 


BLAST score 


243 


E value 


2.0e-36 


Match length 


115 


% identity 


71 


NCBI Description 


GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN 



PROTEIN VP23) >gi 75639 pir GNWXG7 genome polyprotein M 
bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41125 

LIB3139-018-P1-N1-E3 

BLASTN 

g4097879 

98 

6.0e-48 

266 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 


41126 


Seq. ID 


LIB3139-018-P1-N1-E4 


Method 


BLASTX 


NCBI GI 


g3075391 


BLAST score 


120 


E value 


8.0e-10 


Match length 


55 


% identity 


69 


NCBI Description 


(AC004484) unknown protein [Arabidopsis thaliana] 


Seq. No. 


41127 


Seq. ID 


LIB3139-018-P1-N1-E7 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


180 


E value 


8.0e-14 


Match length 


63 


% identity 


62 


NCBI Description 


GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; 



COAT 



6465 



PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No, 


A T 1 O O 


Seq. ID 


LIB3139-018-P1-N1-F3 


Method 


BLASTX 


NCBI GI 


g229708 


BLAST score 


150 


E value 


8.0e-10 


Match length 


45 


% identity 


69 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


4 LIZ y 


Seq. ID 


LIB3139-018-P1-N1-H10 


Method 


BLASTN 


NCBI GI 


gl370151 


BLAST score 


100 


E value 


5.0e-49 


Match length 


188 


% identity 


88 


NCBI Description 


L.japonicus mRNA for 


Seq. No. 


41130 


Seq. ID 


LIB3139-018-P1-N1-H12 


Method 


BLASTX 


NCBI GI 


g2624883 


BLAST score 


210 


E value 


9.0e-17 


Match length 


85 


% identity 


45 


NCBI Description 


Chain A, Recombinant 



for small GTP-binding protein, RAB11F 



Rat Liver 3-Alpha-Hydroxysteroid 
Dehydrogenase (3-Alpha-Hsd) Complexed With Nadp And 
Testosterone >gi_2 62488 4_pdb_lAFS_B Chain B, Recombinant 
Rat Liver 3-Alpha-Hydroxysteroid Dehydrogenase 
(3-Alpha-Hsd) Complexed With Nadp And Testosterone 



Seq. No. 


41131 


Seq. ID 


LIB3139-018-P1-N1-H5 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


282 


E value 


2.0e-25 


Match length 


89 


% identity 


66 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


41132 


Seq. ID 


LIB3139-018-P1-N1-H8 


Method 


BLASTX 


NCBI GI 


gl708313 


BLAST score 


287 


E value 


6.0e-26 


Match length 


114 


% identity 


56 


NCBI Description 


HEAT SHOCK PROTEIN 8: 



81-3 (HSP81-3) >gi_999396_bbs_163637 



6466 



(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaiiana] 



Seq. No. 


41133 


Seq. ID 


LIB3139-020-P1-N1-B3 




DXiriO 1 IN 






dlhoi score 


1 0C\ 


E value 


7 # Oe-61 


-3 ■I- \*\ ~\ T*i /T +" Vi 

l v Ja T_ Cn X cliy LI 1 


J ft «J 


"5 _LClcIlLXL.y 


o *± 




Roan "piorJ tti 1 - 1 fa T7 i *r~n <3 fnTTiTjl pfp spcnn^nt 




rrpup . coinnlete cds 


Seq. No. 


41134 


beq. iU 


IllDjlJ J \J £>\J I. J- V* JL L> -L ^. 


Method 


DXtfiO I A 


NLB1 bx 


gzooz yjo 


T3T 7\ Q T 1 cpavq 

D-L/io i scoire 




E value 


z . ue~" j*± 


Match length 


y o 


^ xueni.xx.y 


ft O 


NCBI Description 


t^4/oD4j on ["Samaysj 


Seq. No. 


41135 


beq. iJJ 


XiXOOX j" UZU r 1 LN X JJO 


Method 


BXiAoilN 


NCBI GI 


-_0 *31 7QQQ 

gzjx / oyy 


tsiiAoi score 


1 H£ 


E value 


x . ue— oz 


Match length 




^ xaenT,xT_.y 


O ft 


NCBI Description 


uiycine max oaiij z iur\iNri f coiupxei-e tub 


Seq. No. 


41136 


Seq. ID 


LIB3139-020-P1-N1-E1 


Method 


OXiH.0 1JN 


NLdX CjX 


gfiuy / o / y 


BLAST score 


XU / 


E value 


4 fio-R^ 

fi • Uc JJ 


Match length 


'SOT 


-5 xaentxty 


Q A 


jnudx uescrxptxon 


Roan t-m~\H TnrN"l-+*l o Tri rnci rrnnn 1 pfo oorrm^TiT" 




y tint; f LUllipic LC V^*wlo 


Seq. No. 


41137 




LIB3139-020-P1-N1-H5 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


174 


E value 


9.0e-14 


Match length 


53 


% identity 


70 


NCBI Description 


(U70866) polyprotein [Bean pod mottle v 


Seq. No. 


41138 



RNA1 polyprotein 



6467 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3139-021-P1-N1-B7 

BLASTX 

g549063 

210 

6.0e-17 

77 
56 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 41139 

Seq. ID LIB3139-021-P1-N1-D2 

Method BLASTX 

NCBI GI gl421730 

BLAST score 205 

E value 2.0e-16 

Match length 62 

% identity 55 

NCBI Description (043082) RF2 [Zea mays] 

Seq. No. 41140 

Seq. ID LIB3139-021-P1-N1-E10 

Method BLASTX 

NCBI GI g4416307 

BLAST score 142 

E value 8.0e-09 

Match length 100 

% identity 31 

NCBI Description (AF105716) hypothetical protein [Zea mays] 



Seq. No. 


41141 


Seq. ID 


LIB3139-022-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


g2281090 


BLAST score 


194 


E value 


6.0e-15 


Match length 


48 


% identity 


73 


NCBI Description 


(AC002333) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


41142 


Seq. ID 


LIB3139-022-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


318 


E value 


2.0e-29 


Match length 


90 


% identity 


68 


NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


41143 


Seq. ID 


LIB3139-022-P1-N1-G1 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


151 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-79 

351 
86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41144 

LIB3139-022-P1-N1-G6 

BLASTN 

g210811 

111 

1.0e-55 

323 

84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41145 

LIB3139-023-P1-N1-C7 

BLASTN 

g4097879 

139 

3.0e-72 

355 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41146 

LIB3139-023-P1-N1-D11 

BLASTX 

g4097880 

164 

5.0e-25 

83 

76 

(U70866) polyprotein [Bean pod mottle virus] 
41147 

LIB3139-023-P1-N1-D5 

BLASTX 

gl717755 

205 

3.0e-16 

106 

42 

TROPINONE REDUCTASE HOMOLOG (P29X) >gi_539028_pir C48674 

tropinone reductase homolog - jimsonweed >gi_424158 
(L20475) 29kDa protein; high homology to aa sequence of 
tropinone reductases [Datura stramonium] 

41148 

LIB3139-023-P1-N1-E10 

BLASTX 

g3242785 

186 

2.0e-17 



6469 




Match length 65 
% identity 69 

NCBI Description (AF055355) respiratory burst oxidase protein C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



41149 

LIB3139-023-P1-N1-G10 

BLASTX 

gl38364 

367 

3.0e-35 

109 

70 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

41150 

LIB3139-023-P1-N1-G4 

BLASTX 

g2708743 

178 

4.0e-13 

95 
35 

(AC003952) putative Tal-l-like reverse transcriptase 
[Arabidopsis thaliana] 

41151 

LIB3139-023-P1-N1-H10 

BLASTX 

g4097880 

138 

1.0e-09 

76 

53 

(U70866) polyprotein [Bean pod mottle virus] 
41152 

LIB3139-023-P1-N1-H11 

BLASTX 

g2618684 

161 

4.0e-ll 

110 

40 

(AC002510) putative 

UDP-N-acetylglucosamine — dolichyl-phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] >gi_3241947 (AC004625) putative 
UDP-N-acetylglucosamine — dolichyl-phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] 

41153 

LIB3139-023-P1-N1-H4 
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Method BLASTX 

NCBI GI g4432857 

BLAST score 170 

E value 4.0e-12 

Match length 102 

% identity 48 

NCBI Description (AC006300) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 41154 

Seq. ID LIB3139-024-P1-N1-C11 

Method BLASTN 

NCBI GI g206371 

BLAST score 99 

E value 2.0e-48 

Match length 274 

% identity 98 

NCBI Description Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 

Seq. No. 41155 

Seq. ID LIB3139-024-P1-N1-E11 

Method BLASTN 

NCBI GI g206371 

BLAST score 103 

E value l.Oe-50' 

Match length 299 

% identity 98 

NCBI Description Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 

Seq. No. 41156 

Seq. ID LIB3139-024-P1-N1-F4 

Method BLASTX 

NCBI GI g3641252 

BLAST score 191 

E value 1.0e-14 

Match length 91 

% identity 32 

NCBI Description (AF053127) leucine-rich receptor-like protein kinase [Malus 
domestical 

Seq. No. 41157 

Seq. ID LIB3139-024-P1-N1-G4 

Method BLASTX 

NCBI GI g4097880 

BLAST score 407 

E value 6.0e-40 

Match length 114 

% identity 73 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 41158 

Seq. ID LIB3139-024-P1-N1-H2 

Method BLASTX 

NCBI GI g466172 

BLAST score 153 

E value 3.0e-10 

Match length 75 

% identity 43 



6471 



NCBI Description GTP-BINDING PROTEIN YPTM2 >gi_283056_pir B38202 ypt family 

- maize >gi_287835_emb__CAA44919_ (X63278) yptm2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41159 

LIB3139-025-P1-N1-A9 

BLASTN 

g467616 

93 

8.0e-45 

201 

87 

A.alternata AltA6 ribosomal protein mRNA for minor allergen 
41160 

LIB3139-025-P1-N1-C11 

BLASTX 

gl418990 

276 

1.0e-25 

118 
50 

(275524) unknown [Lycopersicon esculentum] 
41161 

LIB3139-025-P1-N1-C2 

BLASTX 

g3355480 

270 

1.0e-23 

91 
56 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41162 
LIB3139 
BLASTX 
gl24224 
215 

2.0e-17 

42 

95 

INITIATION 
>gi 100345 



025-P1-N1-D2 



FACTOR 5A-1 
pir S2106Q 



(EIF-5A) (EIF-4D) 

translation initiation factor eIF-5A 
- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41163 

LIB3139-025-P1-N1-F5 

BLASTX 

g4454019 

192 

5.0e-17 

100 

51 

(AL035396) SRGl-like protein [Arabidopsis thaliana] 



6472 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41164 

LIB3139-025-P1-N1-F6 

BLASTX 

g629561 

112 

2.0e-10 

105 
41 

SRG1 protein - Arabidopsis thaliana 

>gi_479047_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41165 

LIB3139-025-P1-N1-F7 

BLASTX 

g2979547 

230 

4.0e-19 

123 

42 

(AC003680) putative 7-ethoxycoumarin O-deethylase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41166 

LIB3139-025-P1-N1-H12 

BLASTN 

g255407 

298 

1.0e-167 

310 

11 

repetitive proline-rich protein {cDNA clone 1A10-2} 
[Glycine max=soybeans, axes geminated for 31 hours, mRNA, 
943 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41167 

LIB3139-025-P1-N1-H9 

BLASTX 

g4538939 

385 

2.0e-37 

115 

68 

(AL049483) 
thaliana] 



Col-0 casein kinase I-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41168 

LIB3139-026-P1-N1-A6 

BLASTX 

g3426038 

163 

2.0e-ll 
99 
44 

(AC005168) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 



41169 
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Seq. ID 


LIB3139-026-P1-N1-G1 


Method 


BLASTX 


NCBI GI 


g2997593 


BLAST score 


338 


E value 


8.0e-32 


Match length 


114 


% identity 


56 


NCBI Description 


(AF020816) glucose- 6-phosphate/phosphate-translocator 




precursor [Solanum tuberosum] 


Seq. No. 


41170 


Seq. ID 


LIB3139-026-P1-N1-G10 


Method 


BLASTX 


NCBI GI 


g2244816 


BLAST score 


205 


E value 


3.0e-16 


Match length 


58 


% identity 


78 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


41171 


Seq. ID 


LIB3139-027-P1-N1-B1 


Method 


BLASTX 


NCBI GI 


g4567282 


BLAST score 


198 


E value 


4 . 0e-32 


Match length 


103 


% identitv 


70 


NCBI Description 


(AC006841) putative DNAJ protein [Arabidopsis thaliana] 


Seq. No. 


41172 


Seq. ID 


LIB3139-027-P1-N1-C10 


Method 


BLASTX 


NCBI GI 


g2970051 


BLAST score 


338 


E value 


7.0e-32 


Match length 


88 


% identity 


77 


NCBI Description 


(AB012110) ARG10 [Vigna radiata] 


Seq. No. 


41173 


Seq. ID 


LIB3139-027-P1-N1-D6 


Method 


BLAST N 


NCBI GI 


g210811 


BLAST score 


122 


E value 


4.0e-62 


Match length 


303 


% identity 


87 


NCBI Description 


Bean pod niottle virus coat protein gene/ complete cds, 




complete middle component (M) RNA 


Sea No 


41174-v 


Seq. ID 


LIB3139-027-P1-N1-D8 


Method 


BLASTN 


NCBI GI 


g3192930 


BLAST score 


221 


E value 


1.0e-121 
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Match length 

% identity 

NCBI Description 



225 
100 

Glycine max clone a2 malate dehydrogenase (Mdh-1) mRNA, 
nuclear gene encoding mitochondrial protein, partial cds 





Seq. No. 


41175 




Seq. ID 


LIB3139-027-P1-N1-E12 




Mf*i~ Vmd 

LIU UlivU 


RLASTN 




NCR! (IT 


a210811 

y x v u x x 




BLAST score 


63 




Hi V CI J. Ud 






riciLwii xeny lii 


"! 9? 
ij j 




O L y 


87 




NPRT Dp^rri n1"i on 


Rpan nod mnttl p virus roat crotpin crene. complete < 






complete middle component (M) RNA 




Qorr Kin 


41176 






T.TR^I ^9-fi97-Pl -KJ1 -F4 


"V7 


iv^i-s +- Vi n 
L v lt2 UllUvJ. 


RT fl^TY 




KfPRT riT 
1NW.DX Ul 






dt act 1 o fnro 


^99 




"F ua 1 no 
Hi VdlUc 


l i Uc JO 




11CLL.W11 XCliyUll 






o _l hi. j. t— _y 


81 


H- 


KIPRT flp^rri Tit" i on 


fAiT0049fi'M t*i rm^rvma 1 nTorfsiri Til ft rr-i p&r fori pt i mifnl 

\ ±±KJ \J \J 1 J \J X ^ J Liw 1 W O Will CI X yJ X w l_ C X 1 1 XI X \J |_ W _l» ^ J_ d -1 L ^ U -Lil Lull J 




Seq. No. 


41177 




UC4< lb 1 


jjxdji j j uz./ xx in x r i 




"K/T -4— X^v /"^ 


J3J_ii-iO 1 A 




MpDT r*T 
INwox oJL 


y *± 0-?uuo 






J JO 




E value 






Ma "i~ P'Vi T on rr~H V*i 

jxici Lou xen.yt.ii 






%. i Hpni" i t \7 
o x wen i_ j- l, y 


59 




NCRT DpspriDi"! on 


fAL0^S60P^ HOP rhaTnno^p--ant"hnrvanidin-3-orlucosids 






rhamnosyltransferase-like protein [Arabidopsis tha. 




Cprr Kin 


41178 




OCU ■ X u 


T.TR^I ^9— 09R-P1 — "Ml -A4 

ItlOJl J J U£>U JTX lH X 




Me»+* Vi n*"l 
rut; i—ii 


DXJfiQ 1 /\ 




NCBI GI 

Lit W i— ' X \-J X 


a229707 




Dxjrio 1 bCUIc 


Ju" 




Hi ValUc 


1 Ho — 9 ft 

x * ue z o 




LlaL^li (_ 1 1 


74 




3; n H^nT *i t v 

O X i t_ X l_ 


82 




NCBI Description 


Bean pod mottle virus 




Seq. No. 


41179 




Seq. ID 


LIB3139-028-P1-N1-A8 




Method 


BLASTN 




NCBI GI 


gl778375 




BLAST score 


88 




E value 


7.0e-42 




Match length 


168 




% identity 


88 




NCBI Description 


Pisum sativum PsRT17-l mRNA, complete cds 



6475 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41180 

LIB3139-028-P1-N1-D4 

BLASTN 

g4097879 

113 

9.0e-57 

317 

84 

Bean pod mottle virus complete segment RNAl polyprotein 
gene, complete cds 

41181 

LIB3139-028-P1-N1-D8 

BLASTX 

g4567269 

208 

2.0e-18 

78 

65 

(AC006841) unknown protein [Arabidopsis thaliana] 
41182 

LIB3139-028-P1-N1-E6 

BLASTX 

g4544443 

176 

8.0e-13 

58 
67 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41183 

LIB3139-028-P1-N1-G12 

BLASTN 

g2995694 

39 

1.0e-12 

51 

94 

Glomerella cingulata pectate lyase B 
cds 



(PELB) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41184 

LIB3139-028-P1-N1-H10 

BLASTN 

g456567 

104 

2.0e-51 

215 

89 

Pisum sativum ubiquitin conjugating enzyme (UBC4) f complete 
cds 



Seq. No. 
Seq. ID 
Method 



41185 

LIB3139-028-P1-N1-H6 
BLASTX 



6476 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4510376 
163 

3.0e-ll 

52 
63 

(AC007017) unknown protein [Arabidopsis thaliana] 
41186 

LIB3139-029-P1-N1-B5 

BLASTN 

gll77602 

81 

1.0e-37 

180 

87 

P. sativum mRNA for pyruvate decarboxylase (PDC1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41187 

LIB3139-029-P1-N1-C10 

BLASTX 

g4580471 

201 

3.0e-19 

105 

53 

(AC006081) unknown protein [Arabidopsis thaliana] 
41188 

LIB3139-029-P1-N1-D1 

BLASTN 

g2317899 

33 

2.0e-09 

85 

85 

Glycine max Sali3-2 mRNA, complete cds 
41189 

LIB3139-029-P1-N1-D9 

BLASTN 

g210811 

75 

3.0e-34 

95 

95 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41190 

LIB3139-029-P1-N1-E12 

BLASTX 

gl38364 

142 

3.0e-09 

52 

60 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 



6477 



PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41191 

LIB3139-029-P1-N1-E6 

BLASTX 

g3402679 

196 

1.0e-29 

103 
75 

(AC004697) unknown protein [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41192 

LIB3139-029-P1-N1-F12 

BLASTN 

g2317899 

309 

1.0e-173 

331 
99 

Glycine max Sali3-2 mRNA, complete cds 



Seq. No. 


41193 


Seq. ID 


LIB3139-029-P1-N1-H5 


Method 




\tpdt r*T 




BLAST score 


101 


E value 


1.0e-49 


Match length 


293 


% identity 


89 


NCBI Description 


Bean pod mottle virus coat protein ger 




complete middle component (M) RNA 


Seq. No. 


41194 


Seq. ID 


LIB3139-030-P1-N1-A12 


Method 


BLASTN 


NCBI GI 


gl70089 


BLAST score 


141 


E value 


2.0e-73 


Match length 


209 


% identity 


96 


NCBI Description 


G.max vegetative storage protien mRNA 


Seq. No. 


41195 


Seq. ID 


LIB3139-030-P1-N1-H11 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


369 


E value 


2.0e~35 


Match length 


104 


% identity 


73 


NCBI Description 


(U70866) polyprotein [Bean pod mottle 


Seq. No. 


41196 


Seq. ID 


LIB3139-030-P1-N1-H2 



6478 



Method 


BLASTX 


NCBI GI 


g229708 


BLAST score 


269 


E value 


8.0e-24 


Match length 


85 


% identity 


62 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


41197 


Seq. ID 


LIB3139-031-P1-N1-B1 


Method 


BLASTN 


NCBI GI 


gl431628 


BLAST score 


259 


E value 


1.0e-144 


Match length 


384 


% identitv 


91 


NCBI Description 


V.radiata mRNA for pe 


Seq. No. 


41198 


Seq. ID 


LIB3139-031-P1-N1-C9 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


176 


E value 


2.0e-94 


Match length 


316 


% identity 


89 


NCBI Description 


Bean pod mottle virus 



complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41199 

LIB3139-031-P1-N1-G12 

BLASTX 

g2746086 

398 

7.0e-39 

119 

63 

(AF025292) putative high-affinity potassium transporter 
[Hordeum vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41200 

LIB3139-031-P1-N1-H3 

BLASTX 

g4467095 

257 

3.0e-22 

91 

56 

(AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41201 

LIB3139-031-P1-N1-H6 

BLASTN 

g4097879 

111 

1.0e-55 

203 



6479 



% identity 

NCBI Description 



89 

Bean pod mottle virus complete segment --RNA1 polyprotein 
gene, complete cds 



Seq. No. 


41202 


Seq. ID 


LIB3139-032-P1-N1-A7 


Method 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


149 


E value 


3.0e-78 


Mstph lpncrtli 


293 


% i Hpni" "i t v 


88 


NCBI Description 


Glycine max vegetative storage protein (vspB) < 




complete cds 


Seq. No. 


41203 


Seq. ID 


LIB3139-032-P1-N1-C8 


Method 


BLASTX 


NCBI GI 


g3914161 


BLAST score 


400 


^7"^ 1 1 1 ^ 
ill V ul \XXZ 


4 . Oe-39 


Matfh 1 pnrrth 


124 


t> lucii i l c y 










>rri 1 1 074^ Hh-i RAA1 1 408 fD7RS11^ r-vtorhrrmip 




[Cylindrocarpon lichenicola] 


Seq. No. 


41204 


Seq. ID 


LIB3139-032-P1-N1-G11 


liC L11UU 


BLASTN 






DlLflO J. U-L£? 


48 


F. V3 1 IIP 


5 . 0e-18 




200 


O _L UCll \ L y 


81 


NCBI Description 


Prunus e^rmeniaca abscisic stress ripening prot< 




mRNA, complete cds 


Seq. No. 


41205 


Seq. ID 


LIB3139-032-P1-N1-H10 


Mpt hoH 


BLASTX 




y t \j j / u u u 


BLAST qporp 


143 


TT t7a 1 no 
JZj val U.G 




Malr 1 ?! T pti rf f" "h 




o _i_ ^wi^ li l *i» y 


60 


NCBI Description 


(U708 66} DolvDrotein TBean nod mottle virus 1 


Seq. No. 


41206 


Seq. ID 


LIB3139-033-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


g4467126 


BLAST score 


400 


E value 


4. Oe-39 


Match length 


119 


% identity 


66 


NCBI Description 


(AL035538) guanine nucleotide-exchange protein 



6480 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
41207 

LIB3139-033-P1-N1-E5 

BLASTN 

g210811 

78 

7.0e-36 

110 
93 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41208 

LIB3139-033-P1-N1-F4 

BLASTN 

g206371 

103 

1.0e-50 

194 

99 

Rat (Sprague-Dawley) prolactin geneiexons IV, V and flanks 
41209 

LIB3139-033-P1-N1-F7 

BLASTX 

g3885341 

385 

2.0e-37 

82 

80 

(AC005623) unknown protein [Arabidopsis thaliana] 
41210 

LIB3139-033-P1-N1-G5 

BLASTX 

g730452 

442 

5.0e-44 

111 

77 

60S RIBOSOMAL PROTEIN L13A (RP22) >gi_626321__pir S48401 

ribosomal protein L16.e.A, cytosolic - yeast (Saccharomyces 
cerevisiae) >gi_557790_emb_CAA86145__ (Z38059) orf, len: 
199, CAI: 0.62, predicted to be spliced, similar to A44367 
A44367 P23=TUMOR- SPECIFIC TRANSPLANTATION ANTIGEN and 
ribosomal proteins [Saccharomyces cerevisiae] 

41211 

LIB3139-033-P1-N1-H11 

BLASTN _ 

g210811 

119 

2.0e-60 

251 

87 

Bean pod mottle virus coat protein gene, complete cds, 



6481 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



complete middle component (M) RNA 
41212 

LIB3139-033-P1-N1-H4 

BLASTX 

g3641838 

287 

9.0e-26 

79 

68 

(AL023094) 
thaliana] 



putative protein (fragment) [Arabidopsis 



41213 

LIB3139-034-P1-N1-A8 

BLASTN 

g4567090 

80 

5.0e-37 

240 

92 

Glycine max SNF-l-like serine/threonine protein kinase 
mRNA, complete cds 

41214 

LIB3139-034-P1-N1-B11 

BLASTX 

g4545262 

195 

4.0e-15 

57 

65 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 

41215 

LIB3139-034-P1-N1-B4 

BLASTX 

g4235641 

219 

7.0e-18 

69 

52 

(AF119040) NLOD [Lycopersicon esculentum] 
41216 

LIB3139-034-P1-N1-D6 

BLASTX 

g3914359 

429 

2.0e-42 

98 

86 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
( PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1928979 (U92656) phospholipase D [Vigna unguiculata] 



6482 



Seq. No. 


41217 


Seq. ID 


LIB3139-034-P1-N1-E11 


J. JC- L11UU 


BLASTX 


NCBI GI 


g2464890 


BLAST score 


234 


V. value 


1.0e-19 


Match length 


74 


% identitv 


57 


NCBI Description 


(Z99707) TINY-like protein [Arabidopsis thaliana] 


Seer. No. 


41218 


Seq. ID 


LIB3139-034-P1-N1-F11 


Method 


BLASTX 


NCBI GI 


g3258571 


BLAST score 


291 


F, va 1 tip 

lit v axu^ 


4.0e-30 


Match lencrth 


100 


% identity 


76 


NCBI Description 


(U89959) Hypothetical protein [Arabidopsis thaliana] 


Sea No. 


41219 


Seq. ID 


LIB3139-034-P1-N1-F12 


i-ioT-iiou. 


BLASTX 


NGBI GI 

1>IV> J_J _L Ul 


g3242785 


BLAST score 


311 


E value 


1.0e-28 


Matnh lencrth 


118 


% "i ripntitv 


59 


NTPRT npcirrintion 


(AF055355) respiratory burst oxidase protein C [Arabidopsi; 




thaliana] 


ij C ^ • LlW i 


41220 


Seq. ID 


LIB3139-034-P1-N1-G8 




BLASTN 


NPRI GI 


g210811 


BLAST score 


33 


E value 


4.0e-09 


Match length 


65 


& n H^nt it v 


88 


MPRT Dp "riot ion 


Bean pod mottle virus coat protein gene, complete cds, 




complete middle component (M) RNA 




41221 


Seq. ID 


LIB3139-035-P1-N1-D12 


Mpt hod 


BLASTX 


NCBI GI 


g229707 


BLAST score 


142 


K value 


6.0e-09 


Ma1~r , h 1 pnerth 

L J. CI l_* V-/ 1 — X^il^ L-ll 


85 


^ _Hj.tr 11 Li 


52 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


41222 


Seq. ID 


LIB3139-035-P1-N1-H6 


Method 


BLASTX 


NCBI GI 


g2160175 


BLAST score 


146 



6483 



E value 
Match length 
% identity 
NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



2.0e-09 

77 

44 

(AC000132) Strong similarity to Dianthus cysteine 
proteinase (gb_U17135) . [Arabidopsis thaliana] 

41223 

LIB3139-036-P1-N1-A10 

BLASTX 

g4455210 

150 

1.0e-09 

112 
41 

(AL035440) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 



Seq. No. 


41224 


Seq. ID 


LIB3139-036-P1-N1-C7 


Method 


BLASTX 


NCBI GI 


g229708 


BLAST score 


213 


E value 


1.0e-17 


Match length 


67 


% identity 


66 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


41225 


Seq. ID 


LIB3139-036-P1-N1-D11 


Method 


BLASTN 


NCBI GI 


g3702736 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


80 


% identity 


86 


NCBI Description 


Arabidopsis thaliana < 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



omic DNA, chromosome 5, PI clone 
MRU, complete sequence [Arabidopsis thaliana] 

41226 

LIB3139-036-P1-N1-F2 

BLASTX 

g3927825 

352 

2.0e-33 

146 

52 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

41227 

LIB3139-036-P1-N1-G2 

BLASTX 

gl31381 

178 

3.0e-18 

130 

45 



6484 



NCBI Description 



OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_99745_pir S11852 

photosystem II oxygen-evolving complex protein 1 precursor 
- Arabidopsis thaliana >gi_22571_emb_CAA36675__ (X52428) 33 
kDa oxygen-evolving protein [Arabidopsis thaliana] 



Seq. No. 


41228 


Seq. ID 


LIB3139-036-P1-N1-H5 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


108 


E value 


8.0e-54 


Match length 


315 


% identity 


84 


NCBI Description 


Bean pod mottle virus 




gene, complete cds 


Seq. No. 


41229 


Seq. ID 


LIB3139-037-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


gl903359 


BLAST score 


338 


R va 1 hp 


8 . Oe-32 


Match length 


124 


% identity 


57 


NCBI Description 


(AC000104) F19P19.21 


Seq. No. 


41230 


Seq. ID 


LIB3139-037-P1-N1-C5 


Method 


BLASTX 


NCBI GI 


g2262170 


BLAST score 


222 


E value 


3.0e-18 


Match length 


122 


% identity 


58 


NCBI Description 


(AC002329) predicted 




thaliana] 



[Arabidopsis thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41231 

LIB3139-037-P1-N1-D2 

BLASTN 

g2618602 

57 

2.0e-23 

178 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone; 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41232 

LIB3139-037-P1-N1-D6 

BLASTN 

g2605886 

43 

6.0e-15 
151 



6485 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

Pisum sativum dormancy-associated protein 
complete cds 



(DRM1) mRNA, 



41233 

LIB3139-037-P1-N1-D7 

BLASTN 

gl381677 

195 

1.0e-105 

315 

97 

Glycine max small GTP-binding protein (sra2) mRNA, complete 
cds 

41234 

LIB3139-037-P1-N1-E1 

BLASTX 

g4097880 

328 

7.0e-31 

75 
84 

(U70866) polyprotein [Bean pod mottle virus] 
41235 

LIB3139-037-P1-N1-E5 

BLASTX 

g4538923 

194 

6.0e-15 

64 
59 

(AL049483) predicted protein destination factor 
[Arabidopsis thaliana] 



Seq. No. 


41236 


Seq. ID 


LIB3139-037-P1-N1-H1 


Method 


BLASTX 


NCBI GI 


g4234955 


BLAST score 


191 


E value 


1.0e-14 


Match length 


107 


% identity 


21 


NCBI Description 


(AF098971) NBS-LRR-like protein 


Seq. No. 


41237 


Seq. ID 


LIB3139-038-P1-N1-A10 


Method 


BLASTX 


NCBI GI 


g3243234 


BLAST score 


220 


E value 


4.0e-18 


Match length 


80 


% identity 


54 


NCBI Description 


(AF071477) isoflavone reductase 




communis] 



6486 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41238 

LIB3139-038-P1-N1-C1 

BLASTX 

g3096931 

221 

5.0e-18 

81 

70 

(AL023094) putative ribosomal protein S16 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41239 

LIB3139-038-P1-N1-D1 

BLASTX 

g3695019 

189 

1.0e-14 

85 
47 

(AF055848) subtilisin-like protease 



[Arabidopsis*' thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41240 

LIB3139-038-P1-N1-D10 

BLASTX 

g2832658 

390 

8.0e-38 

81 

81 

(AL021710) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41241 

LIB3139-038-P1-N1-E3 

BLASTX 

gl38364 

234 

5.0e-20 

130 

54 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639j?ir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41242 

LIB3139-038-P1-N1-F12 

BLASTX 

g2130096 

325 

3.0e-30 

84 

69 

cytochrome P450tyr - sorghum >gi_984543 
P-450 [Sorghum bicolor] 



( U32 624 ) cytochrome 



Seq. No. 
Seq. ID 



41243 

LIB3139-038-P1-N1-G1 



6487 



© 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2894378 

160 

6.0e-ll 

51 

57 

(Y14573) putative ribophorin I homologue [Hordeum vulgare] 
41244 

LIB3139-038-P1-N1-G11 

BLASTX 

g4097880 

143 

1.0e-ll 

139 
41 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41245 

LIB3139-039-P1-N1-B11 

BLASTN 

g!69036 

100 

6.0e-49 

232 
86 

Pisum sativum L. aldolase 



gene, 3 1 end cds 



41246 

LIB3139-039-P1-N1-C6 

BLASTX 

g2493318 

203 

5.0e-16 

86 
45 

BLUE COPPER PROTEIN PRECURSOR >gi_5 6277 9_emb_CAA80963_ 

(Z25471) blue copper protein [Pisum sativum] 

>gi 1098264_prf 2115352A blue Cu protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41247 

LIB3139-039-P1-N1-D2 

BLASTX 

g2191130 

221 

4.0e-18 

115 

43 

(AF007269) A_IG002N01.7 gene product 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41248 

LIB3139-039-P1-N1-D9 

BLASTX 

g728882 

220 

6.0e-18 

117 



6488 



% identity 

NCBI Description 



51 

ADP-RIBOSYLATION FACTOR 3 >gi__541846_pir S41938 

ADP-ribosylation factor 3 - Arabidopsis thaliana 
>gi_453191_emb_CAA54564_ (X77385) ADP-ribosylation factor 3 
[Arabidopsis thaliana] 



Seq. No. 


41249 


Seg. ID 


LIB3139-039-P1-N1-G12 


Method 


BLASTN 


NCBI GI 


gl431628 


BLAST score 


197 


E value 


1.0e-107 


Match length 


273 


% identity 


93 


NCBI Description 


V.radiata mRNA for pectinacetyli 


Seq. No. 


41250 


Seq. ID 


LIB3139-039-P1-N1-G2 


Method 


BLASTX 


NCBI GI 


g3169178 


BLAST score 


175 


E value 


1.0e-12 


Match length 


62 


% identity 


47 


NCBI Description 


(AC004401) hypothetical protein 


Seq. No. 


41251 


Seq. ID 


LIB3139-039-P1-N1-G4 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


157 


E value 


6.0e-83 


Match length 


353 


% identity 


86 


NCBI Description 


Bean pod mottle virus complete ; 




gene, complete cds 


Seq. No. 


41252 


Seq. ID 


LIB3139-039-P1-N1-H6 


Method 


BLASTX 


NCBI GI 


g2541876 


5LAST score 


229 


E value 


4.0e-19 


Match length 


99 


% identity 


45 


NCBI Description 


(D26015) CND41, chloroplast nuc: 




[Nicotiana tabacum] 


Seq. No. 


41253 


Seq. ID 


LIB3139-039-P1-N1-H7 


Method 


BLASTX 


NCBI GI 


gll70938 


BLAST score 


257 


E value 


1.0e-22 


Match length 


85 


% identity 


62 


NCBI Description 


S-ADENOSYLMETHIONINE SYNTHETASE 



[Arabidopsis thaliana] 



RNA1 polyprotein 



2 {METHIONINE 



6489 



ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_481566j?ir S38875 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_42 91 0 6_emb_CAA8 0 8 66_ (Z24742) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



41254 

LIB3139-040-P1-N1-C11 

BLASTN 

g210811 

235 

1.0e-129 

386 
90 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



41255 

LIB3139-040-P1-N1-C12 

BLASTX 

gll72874 

145 

4.0e-09 

62 

50 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 

41256 

LIB3139-040-P1-N1-D1 

BLASTX 

gl814424 

526 

9.0e-54 

132 

76 

(U85254) homeodomain protein AHDP [Arabidopsis thaliana] 
41257 

LIB3139-040-P1-N1-D5 

BLASTN 

g210811 

110 

4.0e-55 

221 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41258 

LIB3139-040-P1-N1-E3 

BLASTX 

g229708 

193 



6490 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-15 

64 

67 

Bean pod mottle virus 
41259 

LIB3139-040-P1-N1-F10 

BLASTN 

g210811 

54 

2.0e-21 

264 

85 

Bean pod mottle virus coat protein gene, complete cds 7 
complete middle component (M) RNA 

41260 

LIB3139-040-P1-N1-H3 

BLASTN 

g4097879 

144 

3.0e-75 

327 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41261 

LIB3139-040-P1-N1-H6 

BLASTX 

gl255951 

356 

7.0e-34 

103 

59 

(X96932) PS60 [Nicotiana tabacum] 



41262 

LIB3139-041-P1-N1-A3 

BLASTN 

g210811 

49 

9.0e-19 

81 

90 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41263 

LIB3139-041-P1-N1-A6 

BLASTX 

g2935416 

327 

1.0e-30 

113 

62 

(AF047896) isoflavone reductase homolog [Betula pendula] 



6491 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41264 

LIB3139-041-P1-N1-A8 

BLASTX 

gl38364 

137 

1.0e-18 

87 
62 

GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41265 

LIB3139-041-P1-N1-B3 

BLASTX 

gl019946 

266 

2.0e-23 

66 

71 

(U37060) ascorbate peroxidase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41266 

LIB3139-041-P1-N1-E1 

BLASTX 

g3641837 

341 

4.0e-32 

115 

63 

(AL023094) Nonclathrin 
[Arabidopsis thaliana] 



coat protein gamma - like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41267 

LIB3139-041-P1-N1-E12 

BLASTX 

gll3449 

157 

1.0e-10 

78 
49 

PROBABLE ATP- DEPENDENT PERMEASE PRECURSOR 

>gi_83202_pir S19421 ATP-dependent permease ADP1 precursor 

- yeast (Saccharomyces cerevisiae) 

>gi_1907154_emb_CAA42328_ (X59720) YCROllc, len:1049 
[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



41268 

LIB3139-041-P1-N1-G1 

BLASTX 

g2827143 

168 

8.0e-12 

45 

76 



6492 



NCBI Description 



(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41269 

LIB3139-041-P1-N1-G11 

BLASTN 

g3785968 

33 

5.0e-09 

145 

86 

Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

41270 

LIB3139-041-P1-N1-G9 

BLASTN 

g2687725 

139 

3.0e-72 

315 

86 

Glycine max mRNA for putative 2-hydroxydihydrodaidzein 
reductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41271 

LIB3139-042-P1-N1-A3 

BLASTX 

g4234941 

251 

1.0e-21 

61 

84 

(AF097938) cytosolic phosphoglucomutase 
Populus tremuloides] 



[Populus tremula x 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41272 

LIB3139-042-P1-N1-B10 

BLASTX 

gl899175 

281 

4.0e-25 

101 

53 

(U90262) calcium-dependent calmodulin-independent protein 
kinase CDPK [Cucurbita pepo] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41273 

LIB3139-042-P1-N1-B4 

BLASTN 

gll43321 

48 

6.0e-18 

68 

93 

Glycine max alf a-carboxyltransf erase 
mRNA, complete cds 



(accA-2) precursor 



6493 



FIpct No . 


41274 




LIB3139-042-P1-N1- 


Method 


BLASTX 


NCBI GI 


g2809247 


Dijriol oL-ulc 


254 


lit VaXUc 


6.0e-22 


lYla.L.C-11 -LfcJIiy t— il 


120 


% "i Hprtl" i t v 


6 




(AC002560) F21B7.: 




41275 




LIB3139-042-P1-N1- 


Method 


BLASTX 


NCBI GI 


gl25606 


BLAST score 


170 


E value 


4.0e-12 


Match length 


57 


% identity 


61 


NCBI Description 


PYRUVATE KINASE, 



16 [Arabidopsis thaliana] 



-C8 



CYTOSOLIC ISOZYME >gi_100463_pir_S1224 8 
pyruvate kinase (EC 2.7.1.40) - potato 
>gi_22576_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 



Seq. No. 


41276 


Seq. ID 


LIB3139-042-P1-N1-E4 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


148 


E value 


2.0e-09 


Match length 


68 


% identity 


51 


NCBI Description 


(U708 66) polyprotein 


Seq. No. 


41277 


Seq. ID 


LIB3139-042-P1-N1-F10 


Method 


BLASTX 


NCBI GI 


g3482933 


BLAST score 


147 


E value 


2.0e-09 


Match length 


93 


% identity 


44 


NCBI Description 


(AC003970) Similar to 




thaliana] 



[Arabidopsis 



Seq. No. 41278 

Seq. ID LIB3139-042-P1-N1-G2 

Method BLASTN 

NCBI GI gl209533 

BLAST score 33 

E value 5.0e-09 

Match length 33 

% identity 2 

NCBI Description Mus musculus H2-M alpha chain (H2-Ma) gene, H2-M beta 2 

chain (H2-Mb2) gene, H2-M beta 1 chain (H2-Mbl) gene, low 
molecular weight protein 2 Lmp2 (Lmp2) gene, complete cds 



6494 



Sea. No. 


41279 


Seq. ID 


LIB3139-042-P1-N1-H2 




BLASTN 


NCBI GI 


g607187 


BLAST score 


82 


F. value 


3.0e-38 


Match length 


310 


% i H^n t" itv 


83 


NCBI Description 


S.hamata mRNA for low affinity sulphate transporter 


Seq. No. 


41280 


Seq. ID 


LIB3139-042-P1-N1-H6 


1 ltS LiiUU 


BLASTN 


NCBI GI 


g217902 


BLAST score 


55 


T? va 1 lie 

J_J V CL-L. LiC 


4 .Oe-22 


Matr'li lencrth 

Liu l^ii xciiy u>ij. 


174 


% identifcv 


84 


NCBI Description 


Catharanthus roseus cyc07 mRNA, complete cds 


Sea. No. 


41281 


Seq. ID 


LIB3139-042-P1-N1-H8 


L1C L. 11^*^1 


BLASTN 


NCBI GI 


g347454 


BLAST score 


98 


E value 


8.0e-48 


M^^ph 1 pnnth 

L Id L. L.1 1 J- ei L- 1 1 


217 


& -i Hpnf i f v 
o lucii l. J- U- _y 


38 


LNUDl UtSol I — LJ—> I — LUll 


Soybean hydroxyproline-rich glycoprotein (sbHRGP2) 




end 




41282 


Seq. ID 


LIB3139-043-P1-N1-G1 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


186 


E value 


1.0e-100 


Match length 


346 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41283 

LIB3139-043-P1-N1-G10 

BLASTX 

g4519671 

385 

5.0e-43 

111 

83 

(AB017693) transfactor [Nicotiana tabacum] 
41284 

LIB3139-043-P1-N1-G3 

BLASTX 

g3617770 

204 



6495 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-16 

72 

58 

(Y14329) threonyl-tRNA synthetase [Arabidopsis thaliana] 
41285 

LIB3139-043-P1-N1-H4 

BLASTN 

g210811 

118 

1.0e-59 

281 
85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41286 

LIB3139-044-P1-N1-A10 

BLASTN 

gl69936 

288 

1.0e-161 

349 

99 

Glycine max chalcone synthase 



(chs7) gene, complete cds 



41287 

LIB3139-044-P1-N1-A6 

BLASTN 

g210811 

190 

1.0e-102 

378 

88 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 


41288 


Seq. ID 


LIB3139-044-P1-N1-B10 


Method 


BLASTX 


NCBI GI 


g2702269 


BLAST score 


348 


E value 


2.0e-40 


Match length 


103 


% identity 


86 


NCBI Description 


(AC003033) hypothetical protein 


Seq. No. 


41289 


Seq. ID 


LIB3139-044-P1-N1-B9 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


105 


E value 


5.0e-52 


Match length 


253 


% identity 


85 


NCBI Description 


Bean pod mottle virus complete 




gene, complete cds 



6496 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41290 

LIB3139-044-P1-N1-F2 

BLASTN 

g310560 

236 

1.0e-130 

248 

99 

Soybean ascorbate peroxidase mRNA, complete cds 
41291 

LIB3139-044-P1-N1-F5 

BLASTN 

gl208536 

359 

0.0e+00 

383 

98 

Glycine max guanine nucleotide regulatory protein (rab2) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41292 

LIB3139-044-P1-N1-G12 

BLASTN 

g4097879 

104 

1.0e-51 

172 

90 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41293 

LIB3139-044-P1-N1-H2 

BLASTX 

gll72703 

276 

2.0e-24 

127 

40 

PEPTIDE TRANSPORTER PTR2-A >gi_575427 (U01171) similar to 
S. cerevisiae PTR2 gene, GenBank Accession Number L11994 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41294 

LIB3139-044-P1-N1-H5 

BLASTX 

g4210330 

424 

6.0e-42 

102 
75 

(AJ223802) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 



El subunit 



Seq. No. 



41295 



6497 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3139-044-P1-N1-H6 

BLASTX 

g3243234 

318 

2.0e-29 
84 
76 

(AF071477) 
communis] 



isoflavone reductase related protein [Pyrus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41296 

LIB3139-045-P1-N1-B11 

BLASTX 

g807698 

431 

9.0e-43 

116 

66 

(D32206) prepro-cucumisin [Cucumis melo] 
41297 

LIB3139-045-P1-N1-B5 

BLASTX 

g2462760 

190 

2.0e-14 

91 

42 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
41298 

LIB3139-045-P1-N1-H1 

BLASTX 

g3695403 

480 

2.0e-48 

107 

84 

(AF096373) contains similarity to the pfkB family of 
carbohydrate kinases (Pfam: PF00294, E=1.6e-75) 
[Arabidopsis thaliana] >gi_4538955__emb_CAB39779. 1_ 
(AL049488) f ructokinase-like protein [Arabidopsis thaliana] 

41299 

LIB3139-045-P1-N1-H5 

BLASTX 

g2459420 

586 

8.0e-61 

116 

97 

(AC002332) putative ribosomal protein L17 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



41300 

LIB3139-046-P1-N1-B10 
BLASTX 



6498 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3420054 
210 

8.0e-17 

71 

65 

(AC004680) unknown protein [Arabidopsis thaliana] 
41301 

LIB3139-046-P1-N1-E7 

BLASTX 

g2583108 

185 

7.0e-14 

90 

48 ■ 

(AC002387) putative surface protein [Arabidopsis thaliana] 

41302 

LIB3139-04 6-P1-N1-E8 

BLASTX 

g2245074 

207 

2.0e-16 

66 

59 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
41303 

LIB3139-046-P1-N1-H3 

BLASTN 

g4097879 

86 

8.0e-41 

190 

86 

Bean pod mottle virus complete segment RNA1 polyprotem 
gene, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41304 

LIB3139-047-P1-N1-A8 

BLASTN 

g4097879 

157 

5.0e-83 

317 

87 

Bean pod mottle virus complete segment 
gene, complete cds 



RNA1 polyprotein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



41305 

LIB3139-047-P1-N1-B6 

BLASTX 

g2132995 

170 

8.0e-14 

61 

56 



6499 



NCBI Description 



probable membrane protein YPL189w - yeast (Saccharomyces 
cerevisiae) >gi_1370395_emb_CAA97902_ (Z73545) ORF YPL189w 
[Saccharomyces cerevisiae] 



Seq. No. 41306 

Seq. ID LIB3139-047-P1-N1-D11 

Method BLASTX 

NCBI GI g2598575 

BLAST score 370 

E value 1.0e-35 

Match length 125 

% identity 60 

NCBI Description (Y15293) MtN21 [Medicago truncatula] 

Seq. No. 41307 

Seq. ID LIB3139-047-P1-N1-E2 

Method BLASTX 

NCBI GI g3450842 

BLAST score 241 

E value 2.0e-20 

Match length 69 

% identity 67 t 

NCBI Description (AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 

Seq. No. 41308 

Seq. ID LIB3139-048-P1-N1-A8 

Method BLASTX 

NCBI GI g3158476 

BLAST score 250 

E value 2.0e-23 

Match length 87 

% identity 74 

NCBI Description (AF067185) aquaporin 2 [Samanea saman] 

Seq. No. 41309 

Seq. ID LIB3139-048-P1-N1-B10 

Method BLASTN 

NCBI GI g4097879 

BLAST score 51 

E value 9.0e-20 

Match length 83 

% identity 90 . 

NCBI Description Bean pod mottle virus complete segment RNA1 polyprotem 
gene, complete cds 



Seq. No. 41310 

Seq. ID LIB3139-048-P1-N1-C1 

Method BLASTX 

NCBI GI g4263517 

BLAST score 233 

E value 3.0e-28 

Match length 104 

% identity 63 

NCBI Description (AC004044) similar to PHZF, catalyzing the hydroxylation 
phenazine-l-carboxylic acid to 

2-hydroxy-phenazine-l-carboxylic acid [Arabidopsis 



6500 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41311 

LIB3139-048-P1-N1-C10 

BLASTX 

g2852449 

198 

3.0e-15 

115 
37 

(D88207) protein kinase [Arabidopsis thaliana] >gi_2947061 
(AC002521) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41312 

LIB3139-048-P1-N1-C7 

BLASTX 

g3928150 

148 

2.0e-09 
83 

(AJ131049) hypothetical protein [Cicer arietinum] 
41313 

LIB3139-048-P1-N1-D2 

BLASTN 

g3873174 

62 

3.0e-26 

191 

86 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

41314 

LIB3139-048-P1-N1-D4 

BLASTX 

g3738298 

224 

2.0e-18 

130 ' 
38 

(AC005309) unknown protein [Arabidopsis thaliana] ^ 
>gi_4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41315 

LIB3139-048-P1-N1-D8 

BLASTN 

g210811 

74 

2.0e-33 

122 

90 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



6501 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41316 

LIB3139-048-P1-N1-F11 

BLASTX 

g4191791 

237 

7.0e-20 

66 

68 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 

41317 

LIB3139-048-P1-N1-F8 

BLASTX 

g4097880 

147 

1.0e-09 

47 

74 

(U70866) polyprotein [Bean pod mottle virus] 
41318 

LIB3139-048-P1-N1-G4 

BLASTN 

g210811 

193 

1.0e-104 

381 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41319 

LIB3139-048-P1-N1-G7 

BLASTN 

g210811 

231 

1.0e-127 

437 

88 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds f 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



41320 

LIB3139-048-P1-N1-G8 

BLASTX 

g229708 

247 

2.0e-21 

79 

65 

Bean pod mottle virus 
41321 

LIB3139-048-P1-N1-H1 

BLASTN 

g210811 



6502 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

6.0e-46 

306 

87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41322 

LIB3139-048-P1-N1-H12 

BLASTN 

g210811 

223 

1.0e-122 

439 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41323 

LIB3139-049-P1-N1-B12 

BLASTN 

g210811 

80 

5.0e-37 

206 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41324 

LIB3139-049-P1-N1-C6 

BLASTX 

g4572458 

512 

4.0e-52 

120 

82 

(AF123482) NAD-dependent formate dehydrogenase 
[Mycosphaerella graminicola] 

41325 

LIB3139-049-P1-N1-D2 

BLASTX 

g586784 

154 

4.0e-10 

130 
24 

MITOCHONDRIAL CARRIER PROTEIN YMC2 PRECURSOR 

>gi_1078116_pir S48269 mitochondrial carrier protein YMC2 

precursor - yeast (Saccharomyces cerevisiae) 
>gi 476060 emb CAA55607_ (X78993) YBR0833 [Saccharomyces 
cerivisiael >gi_536390_emb_CAA85059_ (Z35973) ORF YBR104w 
[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 



41326 

LIB3139-04 9-P1-N1-E1 



6503 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g229708 

276 

1.0e-24 

79 
71 

Bean pod mottle virus 
41327 

LIB3139-04 9-P1-N1-E9 

BLASTX 

g2316016 

554 

4.0e-57 
120 
42 

(U92650) 



MRP-like ABC transporter [Arabidopsis thaliana] 



41328 

LIB3139-049-P1-N1-F12 

BLASTX 

g2961346 

201 

1.0e-15 
108 
35 

(AL022140) 
thaliana] 



pectinesterase like protein [Arabidopsis 



Seq. No. 


41329 


Seq. ID 


LIB3139-049-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


g3135269 


BLAST score 


254 


E value 


7.0e-22 


Match length 


123 


% identity 


47 


NCBI Description 


(AC003058) unknown prote 


Seq. No. 


41330 


Seq. ID 


LIB3139-050-P1-N1-A9 


Method 


BLASTN 


NCBI GI 


g296444 


BLAST score 


96 


E value 


1.0e-46 


Match length 


220 


% identity 


86 


NCBI Description 


G.max ADR6 mRNA 


Seq. No. 


41331 


Seq. ID 


LIB3139-050-P1-N1-C9 


Method 


BLASTN 


NCBI GI 


gl667372 


BLAST score 


192 


E value 


1.0e-104 


Match length 


352 


% identity 


83 



6504 



NCBI Description 


M.sativa MMK4 mRNA for protein kinase 


Seq. No. 


41332 


Seq. ID 


LIB3139-050-P1-N1-E9 


Method 


BLASTX 


NCBI GI 


g2443755 


BLAST score 


icq 
loo 


E value 


4.0e-10 


Match length 


82 


% identity 


41 


NCBI Description 


(AF020433) cyclophilin [Arabidopsis thaliana] 


Seq. No. 


41333 


Seq. ID 


LIB3139-050-P1-N1-F3 


Method 


BLASTX 


NCBI GI 


g3386611 


BLAST score 




E value 


4.0e-25 


Match length 


77 


% identity 


61 


NCBI Description 


(AC004 665) unknown protein [Arabidopsis thaliana 


Seq. No. 


41334 


Seq. ID 


LIB3139-050-P1-N1-F7 


Method 


BLASTX 


NCBI GI 


g229707 


BLAST score 


531 


E value 


2.0e-54 


Match length 


134 


% identity 


75 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


41335 


Seq. ID 


LIB3139-050-P1-N1-G3 


Method 


BLASTN 


NCBI GI 


g3695062 


BLAST score 


125 


E value 


a firt a a 
4 . ue~o4 


Match length 


197 


% identity 


91 


NCBI Description 


Lotus japonicus rac GTPase activating protein 3 




partial cds 


Seq. No. 


41336 


Seq. ID 


LIB3139-050-P1-N1-H8 


Method 


BLASTX 


NCBI GI 


g2244867 


BLAST score 


519 


E value 


1.0e-54 



mRNA, 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



176 
63 

(Z97337) hydroxynitrile lyase [Arabidopsis thaliana] 
41337 

LIB3139-051-P1-N1-A6 

BLASTN 

g4097879 



- 6505 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



46 

8.0e-17 

66 

92 

Bean pod mottle virus complete segment RNA1 polyprotem 
gene, complete cds 

41338 

LIB3139-051-P1-N1-D4 

BLASTX 

g584794 

406 

6.0e-40 

98 

8 8 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi 282953 pir A41779 H+-transporting ATPase (EC 3.6.1.35) 
- curled-leaved tobacco >gi_170289 (M80489) plasma membrane 
H+ ATPase [Nicotiana plumbaginif olia] 

41339 

LIB3139-051-P1-N1-D6 

BLASTN 

g4097879 

43 

6.0e-15 

95 
86 

Bean pod mottle virus complete segment RNA1 polyprotem 
gene, complete cds 

41340 

LIB3139-051-P1-N1-E4 

BLASTN 

g210811 

158 

2.0e-83 

370 
86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41341 

LIB3139-051-P1-N1-G4 

BLASTX 

gll73209 

287 

1.0e-25 

95 

59 

40S RIBOSOMAL PROTEIN S16 >gi_541835_pir S41193 nbosomal 

protein SI 6 protein - upland cotton 

>gi_439654_emb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 

41342 

LIB3139-051-P1-N1-G9 



6506 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3639081 

173 

2.0e-12 

41 
76 

(AF090194) non-selenium glutathione phospholipid 
hydroperoxide peroxidase [Bos taurus] >gi_3703050 
(AF080228) ciliary body glutathione peroxidase [Bos taurus] 

41343 

LIB3139-052-P1-N1-D4 

BLASTN 

g4097879 

56 

9.0e-23 

126 

90 

Bean pod mottle virus complete segment RNAl polyprotein 
gene, complete cds 

41344 

LIB3139-052-P1-N1-D6 

BLASTX 

g3805962 

483 

8.0e-49 

102 
83 

(Y13772) laccase [Populus balsamifera subsp. 



trichocarpa] 



41345 

LIB3139-052-P1-N1-D7 

BLASTX 

g886100 

168 

6.0e-12 

58 
59 

(U27347) putative water channel protein; plasmalemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Accession Number S44084 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41346 

LIB3139-052-P1-N1-D8 

BLASTN 

g56539 

68 

7.0e-30 

254 

90 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360__gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 
Seq. ID 



41347 

LIB3139-053-P1-N1-A10 



6507 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2760843 

157 

1.0e-10 

122 
36 

(AC003105) 



unknown protein [Arabidopsis thaliana] 



41348 

LIB3139-053-P1-N1-A6 

BLASTN 

gl8735 

249 

1.0e-138 

373 

92 

Soybean RPB1-C gene for largest subunit of RNA polymerase 
II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



41349 

LIB3139-053-P1-N1-E2 

BLASTX 

g3914361 

172 

2.0e-12 

99 

37 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
{ PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_2281951_emb_CAB06620_ (Z84822) phospholipase D 
[Nicotiana tabacum] 

41350 

LIB3139-053-P1-N1-G1 

BLASTN 

g210811 

42 

2.0e-14 
70 

90 - 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41351 

LIB3139-053-P1-N1-G11 

BLASTN 

g4097879 

147 

5.0e-77 

287 

88 

Bean pod mottle virus complete segment RNA1 polyprotem 
gene, complete cds 

41352 

LIB3139-054-P1-N1-B7 
BLASTX 



6508 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



® 



g2618687 
260 

1.0e-22 

124 

47 

(AC002510) 



hypothetical protein [Arabidopsis thaliana] 



41353 

LIB3139-054-P1-N1-F12 

BLASTX 

g3559814 

186 

5.0e-14 

88 

49 

(Y15781) transketolase 



1 [Capsicum annuum] 



41354 

LIB3139-054-P1-N1-H3 

BLASTX 

gl730981 

189 

2.0e-14 

113 

38 

HYPOTHETICAL 41.0 KD PROTEIN IN NUCB-AROD INTERGENIC REGION 
>gi 1303788_dbj_BAA12444_ (D84432) YqeH [Bacillus subtilis] 
>gi~2635013_emb__CAB14509_ (Z99117) similar to hypothetical 
proteins [Bacillus subtilis] 



Seq. No. 


41355 


Seq. ID 


LIB3139-055- 


Method 


BLASTX 


NCBI GI 


g2129889 


BLAST score 


120 


E value 


2.0e-ll 


Match length 


85 


% identity 


55 


NCBI Description 


methionine 


Seq. No. 


41356 


Seq. ID 


LIB3139-055 


Method 


BLASTX 


NCBI GI 


g2827139 


BLAST score 


207 


E value 


5.0e-30 


Match length 


114 


% identity 


63 


NCBI Description 


(AF027172) 



(EC 2.5.1.6) 2 - garden pea 



-P1-N1-C8 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



cellulose synthase catalytic subunit 
L ___^„s thaliana] >gi_404 9343_emb_CAA22568__ (AL034567] 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 

41357 

LIB3139-055-P1-N1-D11 

BLASTX 

g4468990 



6509 



© 



BLAST score . 
E value 
Match length 
% identity - 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206 

3.0e-16 

52 
75 

(AL035605) putative protein [Arabidopsis thaliana] 
41358 

LIB3139-055-P1-N1-D2 

BLASTX 

g3193320 

446 

2.0e-44 

134 

65 

(AF069299) contains similarity to the subtilase family of 
serine proteases (Pfam: subtilase. hmm, score: 47.57); 
strong similarity to Cucumis melo (muskmelon) cucumisin 
(GB:D32206) [Arabidopsis thaliana] 



Sea No 


41359 


Seq. ID 


LIB3139-055-P1-N1-F12 


Method 


BLASTX 


NCBI GI 


g4235093 




160 


E value 


5.0e-ll 


Match length 


81 




47 




(AF108944} beta-xvlos 


Seq. No. 


41360 


O C ^ • J- u 


LIB3139-055-P1-N1-G3 






NCBI GI 


g229708 


BLAST score 


315 


E value 


3.0e-29 


Match length 


84 


% identity 


71 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


41361 


Seq. ID 


LIB3139-055-P1-N1-H8 


Method 


BLASTN 


NCBI GI 


g3183639 


BLAST score 


46 


E value 


4.0e-17 


Match length 


62 


% identity 


94 


NCBI Description 


Cicer arietinum mRNA 




protein, partial 


Seq. No. 


41362 


Seq. ID 


LIB3139-056-P1-N1-A2 


Method 


BLASTX 


NCBI GI 


g3953467 


BLAST score 


230 


E value 


3.0e-19 


Match length 


55 



6510 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

(AC002328) F20N2.12 [Arabidopsis thaliana] 
41363 

LIB3139-056-P1-N1-A8 

BLASTN 

gl663536 

55 

4.0e-22 

225 

83 

Glycine max clone RLG1 disease resistance protein homolog 
gene, partial cds 

41364 

LIB3139-056-P1-N1-C2 

BLASTX 

g3292829 

290 

3.0e-26 

82 

70 

(AL031018) putative protein [Arabidopsis thaliana] 
41365 

LIB3139-056-P1-N1-D8 

BLASTN 

g210811 

56 

1.0e-22 

100 

89 

Bean pod mottle virus coat protein gene f complete cds, 
complete middle component (M) RNA 

41366 

LIB3139-056-P1-N1-F6 

BLASTX 

gl076685 

199 

6.0e-16 

55 

37 

SPF1 protein - sweet potato >gi_4 84261_dbj_BAA0627 8_ 
(D30038) SPF1 protein [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41367 

LIB3139-057-P1-N1-B10 

BLASTX 

gl38364 

258 

2.0e-35 

123 

65 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 



6511 



(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41368 

LIB3139-057-P1-N1-B7 

BLASTN 

g210811 

130 

6.0e-67 

290 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41369 

LIB3139-057-P1-N1-D4 

BLASTN 

g456567 

105 

6.0e-52 

220 

89 

Pisum sativum ubiquitin conjugating enzyme (UBC4) f complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41370 

LIB3139-057-P1-N1-D5 

BLASTX 

g3152607 

191 

1.0e-14 

119 

32 

(AC004482) putative receptor kinase [Arabidopsis thaliana] 
41371 

LIB3139-057-P1-N1-F3 

BLASTX 

g3860333 

346 

9.0e-33 

91 

70 

(AJ012693) basic blue copper protein [Cicer arietinum] 



41372 

LIB3139-057-P1-N1- 

BLASTX 

gl841355 

145 

3.0e-09 

39 
67 

(D85381) 
sativa] 



•G4 



cytochrome c oxidase subunit Vb precursor [Oryza 



Seq. No. 
Seq. ID 



41373 

LIB3139-057-P1-N1-G6 



6512 



Method' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3650379 

475 

7.0e-48 

121 

76 

(AL031740) 
pombe] 



60s ribosomal protein 110a. [Schizosaccharomyces 



41374 

LIB3139-059-P1-N1-D5 

BLASTN 

gl66419 

137 

5,06-71 

277 

88 , 
Medicago sativa S-adenosyl-L-methionine: caffeic acid 
3-0-methyltransf erase mRNA, complete cds 

41375 

LIB3139-059-P1-N1-G1 

BLASTN 

gl518539 

119 

2.0e-60 

219 

89 

Glycine max UDP-glucose dehydrogenase mRNA, complete cds 
41376 

LIB3139-059-P1-N1-G2 

BLASTX 

g728905 

380 

1.0e-36 

113 

65 

PROBABLE CALCIUM-TRANSPORTING AT PAS E 3 (ENDOPLASMIC 

RETICULUM CA2+-ATPASE) >gi_1078206_pir S51995 probable 

ATPase (EC 3.6.1.-) DRS2 - yeast (Saccharomyces cerevisiae) 
> g i_171114 (L01795) ATPase [Saccharomyces cerevisiae] 
>gi_595560 (U12980) Drs2p: Membrane spanning 
Ca-ATPase (P-type) , member of the cation transport (E1-E2 ) 
ATPase [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41377 

LIB3139-059-P1-N1-H10 

BLASTX 

g3292826 

201 

7.0e-16 

60 
62 

(AL031018) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



41378 



6513 



0 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3139-059-P1-N1-H12 

BLASTN 

g210811 

230 

1.0e-126 

397 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41379 

LIB3139-060-P1-N1-B5 

BLASTN 

g210811 

192 

1.0e-104 

368 
88 

Bean pod mottle virus coat protein gene f complete cds, 
complete middle component (M) RNA 



Seq. No. 


41380 


Seq. ID 


LIB3139-060- 


Method 


BLASTX 


NCBI GI 


g462013 


BLAST score 


266 


E value 


3.0e-23 


Match length 


119 


% identity 


51 


NCBI Description 


ENDOPLASMIN 



-N1-D8 



IOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_542022_pir S39558 HSP90 homolog - Madagascar 

periwinkle >gi__348696 (L14594) heat shock protein 
[Catharanthus roseus] 



90 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41381 

LIB3139-060-P1-N1-F3 

BLASTX 

g2146731 

490 

1.0e-49 

112 
31 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U49453) rofl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41382 

LIB3139-060-P1-N1-G7 

BLASTX 

g2435522 

297 

7.0e-27 

143 

47 

(AF024504) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 



Seq. No. 



41383 



6514 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3139-060 
BLASTX 
gl943751 
320 

7.0e-30 
79 
77 

(U93845) 
protein, 



•P1-N1-H12 



Arabidopsis thaliana ER-type calcium pump 
complete sequence >gi_2078292 (U96455) ER-type 



Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 
41384 

LIB3139-061-P1-N1-B1 

BLASTN 

gl70087 

166 

2.0e-88 

234 

94 

G.max vegetative storage protein mRNA (VSP25 gene) 



41385 

LIB3139-061-P1-N1-B3 

BLASTX 

g3935187 

440 

8.0e-44 

111 

71 

(AC004557) F17L21.30 



[Arabidopsis thaliana] 



41386 

LIB3139-061-P1-N1-C5 

BLASTX 

g3297819 

443 

5.0e-44 
97 
87 

(AL031032) 
thaliana] 



protein kinase - like protein [Arabidopsis 



41387 

LIB3139-062-P1-N1-A2 

BLASTX 

g3451074 

557 

2.0e-57 

155 

65 

(AL031326) putative protein [Arabidopsis thaliana] 
41388 

LIB3139-062-P1-N1-F5 

BLASTN 

gl69974 

87 



6515 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-41 

151 
89 

Glycine max vspA gene, complete cds 
41389 

LIB3139-062-P1-N1-F9 

BLASTX 

gl663648 

266 

3.0e-23 

79 

66 

(U75321) chromaffin granule ATPase II homolog [Mus 
mus cuius] 

41390 

LIB3139-062-P1-N1-H9 

BLASTX 

gl350594 

597 

4.0e-62 

136 
83 

RH01 PROTEIN >gi_107 6922_pir JC4044 Rhol protein - fission 

yeast (Schizosaccharomyces pombe) >gi_2130296_pir S62576 

hypothetical protein SPAC1F7.04 - fission yeast 
( Schi zosaccharomyces pombe ) >gi_l 06485 6_db j __BAA07 37 7_ 
(D38180) Rhol [Schizosaccharomyces pombe] 
>gi_1067206_emb_CAA91951_ (Z67998) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 


41391 


Seq. ID 


LIB3139-063-P1-N1-B2 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


303 


E value 


9.0e-28 


Match length 


115 


% identity 


77 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


41392 


Seq. ID 


LIB3139-063-P1-N1-C10 


Method 


BLASTN 


NCBI GI 


gl675195 


BLAST score 


100 


E value 


5.0e-49 


Match length 


186 


% identity 


89 


NCBI Description 


Pisum sativum (clone 




complete cds 


Seq. No. 


41393 


Seq. ID 


LIB3139-063-P1-N1-C9 


Method 


BLASTX 


NCBI GI 


g4097880 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



424 

5.0e-42 

102 

81 

(U70866) polyprotein [Bean pod mottle virus] 
41394 

LIB3139-063-P1-N1-F5 

BLASTX 

g!38364 

254 

2.0e-22 

71 

73 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

41395 

LIB3139-063-P1-N1-F6 

BLASTX 

g2414609 

433 

5.0e-43 

119 

68 

(Z99295) citrate lyase [Schizosaccharomyces pombe] 
41396 

LIB3139-063-P1-N1-H7 

BLASTN 

g210811 

34 

1.0e-09 

42 

95 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41397 

LIB3139-064-P1-N1-A2 

BLASTN 

g4097879 

112 

4.0e-56 

295 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41398 

LIB3139-064-P1-N1-A9 

BLASTX 

g3033381 

172 

3.0e-27 
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Match length 

% identity 

NCBI Description 



O 



90 
74 

(AC004238) putative UDP-galactose-4-epimerase [Arabidopsis 
thaliana] 



Seq. No. 


41399 


Seq. ID 


LIB3139-064-P1-N1-C3 


Method 


BLASTX 


NCBI GI 


gl752734 


BLAST score 


159 


E value 


7.0e-ll 


Match length 


59 


% identity 


54 


NCBI Description 


(D78510) beta-glucan-elicito 


Seq. No. 


41400 


Seq. ID 


LIB3139-064-P1-N1-C5 


Method 


BLASTN 


NCBI GI 


g4521246 


BLAST score 


181 


E value 


3.0e-97 


Match length 


292 


% identity 


93 


NCBI Description 


Aspergillus oryzae tef gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



factor 1 alpha, complete cds 
41401 

LIB3139-064-P1-N1-G12 

BLASTX 

g4097880 

187 

7.0e-22 

104 

56 

(U70866) polyprotein [Bean pod mottle virus] 
41402 

LIB3139-064-P1-N1-H12 

BLASTN 

g4097879 

100 

5.0e-49 

292 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41403 

LIB3139-064-P1-N1-H3 

BLASTX 

g4097880 

293 

1.0e-26 

116 
57 

(U70866) polyprotein [Bean pod mottle virus] 
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Seq. No. 41404 

Seq. ID LIB3139-064-P1-N1-H4 

Method BLASTX 

NCBI GI g4097880 

BLAST score 117 

E value 2.0e-09 

Match length 65 

% identity 50 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 41405 

Seq. ID LIB3139-065-P1-N1-A2 

Method BLASTN 

NCBI GI g210811 

BLAST score 79 

E value 1.0e-36 

Match length 119 

% identity 92 

NCBI Description Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

Seq. No. 41406 

Seq. ID LIB3139-065-P1-N1-B1 

Method BLASTN 

NCBI GI g210811 

BLAST score 195 

E value 1.0e-105 

Match length 307 

% identity 91 

NCBI Description Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

Seq. No. 41407 

Seq. ID LIB3139-065-P1-N1-B4 

Method BLASTN 

NCBI GI g210811 

BLAST score 83 

E value 8.0e-39 

Match length 190 

% identity 86 

NCBI Description Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

Seq. No. 41408 

Seq. ID LIB3139-065-P1-N1-C8 

Method BLASTN 

NCBI GI g609556 

BLAST score 138 

E value 9.0e-72 

Match length 274 

% identity 88 

NCBI Description Pisum sativum S-adenosylmethionine synthase mRNA, 3 T end 



Seq. No. 41409 

Seq. ID LIB3139-065-P1-N1-D11 

Method BLASTN 

NCBI GI g4097879 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



✓Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



125 

7.0e-64 

308 
85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41410 

LIB3139-065-P1-N1-E3 

BLASTX 

g2264373 

395 

2.0e-38 

86 

78 

(AC002354) putative NAM/no apical meristem protein 
[Arabidopsis thaliana] 

41411 

LIB3139-065-P1-N1-E8 

BLASTN 

g210811 

57 

1.0e-23 

125 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


41412 


Seq. ID 


LIB3139-065-] 


Method 


BLASTN 


NCBI GI 


gl335861 


BLAST score 


189 


E value 


1.0e-102 


Match length 


225 


% identity 


96 


NCBI Description 


Glycine max 


Seq. No. 


41413 


Seq. ID 


LIB3139-065- 


Method 


BLASTN 


NCBI GI 


gl518539 


BLAST score 


106 


E value 


1.0e-52 


Match length 


170 


% identity 


91 


NCBI Description 


Glycine max 



-N1-G6 



Seq. No. 41414 

Seq. ID LIB3139-065-P1-N1-H10 

Method BLASTX 

NCBI GI g4097880 

BLAST score 302 

E value 9.0e-46 

Match length 128 

% identity 81 
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NCBI Description (U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41415 

LIB3139-065-P1-N1-H7 

BLASTX 

g4097880 

126 

1.0e-24 

112 

60 

(U70866) polyprotein [Bean pod mottle virus] 
41416 

LIB3139-066-P1-N1-A5 

BLASTN 

g210811 

102 

3.0e-50 

246 

85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41417 

LIB3139-066-P1-N1-C12 

BLASTX 

gll74613 

336 

9.0e-32 

102 

67 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG ( TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_556560_dbj_BAA04 614_ 
(D17788) rice homologue of Tat binding protein [Oryza 
sativa] 

41418 

LIB3139-066-P1-N1-C5 

BLASTN 

g4038029 

52 

2.0e-20 

76 

92 

Arabidopsis thaliana chromosome II BAC F504 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

41419 

LIB3139-066-P1-N1-E3 

BLASTX 

g3023751 

138 

7.0e-09 

39 

74 

70 KD PEPTIDYLPROLYL I SOME RASE { PEPTIDYLPROLYL CIS-TRANS 
ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_1076772__pir S55383 
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© 



peptidylprolyl isomerase (EC 5.2.1.8) - wheat 
>gi__854626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41420 

LIB3139-066-P1-N1-F5 
BLASTX 
g4490297 
183 

1.0e-13 
124 
26 

(AL035678) putative protein [Arabidopsis thaliana] 
41421 

LIB3139-066-P1-N1-G10 
BLASTX 
g4325344 
484 

5.0e-49 
107 
85 

(AF128393) similar to beta-transducins (Pfam: PF00400, 
Score=71.7 / E=1.5e-17, N=6) [Arabidopsis thaliana] 

41422 

LIB3139-067-P1-N1-A4 
BLAST N 
g210811 
200 

1.0e-108 
415 
87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41423 

LIB3139-067-P1-N1-C11 
BLASTX 
g3176690 
353 - 
2.0e-33 
72 
92 

(AC003671) 
cerevisiae, 
[Arabidopsis thaliana] 

41424 

LIB3139-067-P1-N1-D11 

BLASTX 

g3776559 

203 

6.0e-16 

62 
69 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 



Similar to ubiquitin ligase gb_D63905 from S. 
EST gb_R65295 comes from this gene. 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

41425 

LIB3139-067-P1-N1-D4 

BLASTX 

g2961377 

321 

1.0e-29 

109 

63 

(AL022141) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41426 

LIB3139-067-P1-N1-D8 

BLASTX 

g4097880 

342 

2.0e-32 

107 

66 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 


41427 


ocq. jlu 


T.TRS139-067-P1-N1-E12 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


191 


E value 


1.0e-103 


Match length 


403 


% identity 


87 


NCBI Description 


Bean pod mottle virus coat protein gem 




complete middle component (M) RNA 


Seq. No. 


41428 


Seq. ID 


LIB3139-067-P1-N1-F4 


Method 


BLASTN 


NCBI GI 


gl8685 


BLAST score 


50 


E value 


3.0e-19 


Match length 


50 


% identity 


100 


NCBI Description 


Soybean Ngm-16 gene coding for nodulin 


Seq. No. 


41429 


Seq. ID 


LIB3139-067-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


g3759184 


BLAST score 


104 


E value 


3.0e-10 


Match length 


99 


% identity 


46 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


41430 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



LIB3139-068-P1-N1-D10 

BLASTX 

g2454182 

275 

2.0e-24 

80 
66 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



Seq. No. 


41431 


Seq. ID 


LIB3139-068-P1-N1-E10 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


153 


E 7 Tif* 

J-J V tl -1— \^ 


1 Ho— fin 


Match length 


377 


% identity 


85 


NCBI Description 


Bean pod mottle virus coat orotein apnp mmnl ^to 




complete middle component (M) RNA 


Seq. No. 


41432 


Seq. ID 


LIB3139-068-P1-N1-F2 


Method 


BLASTX 


NCBI GI 


g2213601 


JJllAu J. O \_» L/ X. C 


A QA 
4 Oft 


E value 


6.0e-49 


Match length 


126 


% identity 


69 


NCBI Description 


(AC000348) T7N9.21 [Arabidopsis thaliana] 


Seq. No. 


41433 


Seq. ID 


LIB3139-068-P1-N1-H5 


Method 


BLASTX 


NCBI GI 


g3036807 


"RT,7\ OH" 1 csrTs-r-a 
SDljrXkD ± oOUXc 


ZoZ 


E value 


2.0e-19 


Match length 


91 


% identity 


53 


NCBI Description 


(AL022373) putative Drotein rAr*^h-i Hnnci-i « t-hai i anal 


Seq. No. 


41434 


Seq. ID 


LIB3139-069-P1-N1-A1 


Method 


BLASTX 


NCBI GI 


g2149955 


BLAST score 


185 


E value 


6.06-16 


Match length 


98 


% identity 


57 


NCBI Description 


(U97023) putative aquaporin-1 [Phaseolus vulgaris] 


Seq. No. 


41435 


Seq. ID 


LIB3139-069-P1-N1-A11 


Method 


BLASTX 


NCBI GI 


g2493086 


BLAST score 


374 


E value 


5.0e-36 



6524 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

121 
57 

ATP SYNTHASE D CHAIN, MITOCHONDRIAL 

>gi_1490232_emb_CAA67981_ (X99667) mitochondrial ATP 
synthase [Drosophila melanogaster] 

41436 

LIB3139-069-P1-N1-C11 

BLASTN 

g210811 

190 

1.0e-102 

358 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41437 

LIB3139-069-P1-N1-C3 

BLASTN 

g210811 

35 

1.0e-10 

43 
95 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41438 

LIB3139-069-P1-N1-D5 

BLASTX 

g3341693 

163 

1.0e-ll 

37 

76 

(AC003672) unknown protein [Arabidopsis thaliana] 
41439 

LIB3139-069-P1-N1-D9 

BLASTX 

gl38364 

328 

8.0e-31 

98 

65 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



41440 

LIB3139-069-P1-N1-F1 

BLASTN 

g4097879 

142 

5.0e-74 



6525 



Match length 362 

% identity 85 

NCBI Description Bean pod mottle virus complete segment RNA1 polyprotem 
gene, complete cds 

Seq. No. 41441 

Seq. ID LIB3139-069-P1-N1-F2 

Method * BLASTN 

NCBI GI g4097879 

BLAST score 66 

E value 9.0e-29 

Match length 162 

% identity 85 

NCBI Description Bean pod mottle virus complete segment RNA1 polyprotem 
gene, complete cds 

Seq. No. 41442 

Seq. ID LIB3139-069-P1-N1-F3 

Method BLASTX 

NCBI GI g4008010 

BLAST score 498 

E value 1.0e-50 

Match length 122 

% identity 77""' 

NCBI Description (AF084036) receptor-like protein kinase [Arabidopsis 
thaliana] 

Seq. No. 41443 

Seq. ID LIB3139-069-P1-N1-G6 

Method BLASTN 

NCBI GI g210811 

BLAST score 43 

E value 5.0e-15 

Match length 161 

% identity 86 

NCBI Description Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

Seq. No. 41444 

Seq. ID LIB3139-069-P1-N1-G9 

Method BLASTX 

NCBI GI g4105772 

BLAST score 250 

E value 2.0e-21 

Match length 64 

% identity 47 

NCBI Description (AF049917) PGP9B [Petunia x hybrida] 

Seq. No. 41445 

Seq. ID LIB3139-069-P1-N1-H5 

Method BLASTX 

NCBI GI g3643085 

BLAST score 465 

E value 1.0e-46 

Match length 113 

% identity 77 

NCBI Description (AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 
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crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



41446 

LIB3139-070-P1-N1-A3 

BLASTX 

gl38364 

163 

1.0e-ll 

83 
47 

GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


41447 


Seq. ID 


LIB3139-070-P1-N1-D3 


Method 


BLASTX 


NCBI GI 


g2960364 


BLAST score 


255 


E value 


5.0e-22 


Match length 


76 


% identity 


62 


NCBI Description 


(AJ224 986) cinnamoyl CoA re 




subsp. trichocarpa] 


Seq. No. 


41448 


Seq. ID 


LIB3139-070-P1-N1-D5 


Method 


BLASTX 


NCBI GI 


g4263722 


BLAST score 


300 


E value 


1.0e-34 


Match length 


116 


% identity 


62 


NCBI Description 


(AC006223) putative glucan 


Seq. No. 


41449 


Seq. ID 


LIB3139-070-P1-N1-E6 


Method 


BLASTX 


NCBI GI 


g3335337 


BLAST score 


206 


E value 


2.0e-16 


Match length 


90 


% identity 


53 


NCBI Description 


(AC004512) Similar to acyl 



precursor (ACP) NADH-ubiquinone oxidoreductase 9.6 KD 

subunit (MYACP-1), gb_L23574 from A. thaliana. ESTs 

gb_Z30712, gb_Z30713, gb_Z26204, gb_N37975 and gb_N96330 
come from this gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41450 

LIB3139-070-P1-N1-F8 

BLASTN 

gl675195 

120 

6.0e-61 

262 
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% identity 

NCBI Description 



87 

Pisum sativum (clone PsRCI22-3) 
complete cds 



callus" protein P23 mRNA, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



41451 

LIB3139-070-P1-N1-H5 

BLASTX 

g3914996 

537 

5.0e-55 

126 
81 

PHOSPHOSERINE AMINOTRANSFERASE PRECURSOR (PSAT) 
>gi_1665831_dbj_BAA13640_ (D88541) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_2804260_dbj_BAA24441_ (AB010408) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_3367581_emb_CAA20033^ (AL031135) phosphoserine 
aminotransferase [Arabidopsis thaliana] 

41452 

LIB3139-071-P1-N1-A3 

BLASTX 

g2493390 

248 

4.0e-21 

125 

45 

PROBABLE STERIGMATOCYSTIN BIOSYNTHESIS P450 MONOOX YGENAS E 
STCL (CYTOCHROME P450 60B) >gi_1235628 (U34740) putative 
p450 monooxygenase [Emericella nidulans] 

41453 

LIB3139-071-P1-N1-B2 

BLASTX 

g2129668 

419 

3.0e-41 

93 

88 

phosphoglycerate kinase - Arabidopsis thaliana (fragment) 
>gi_1022803 (U37700) phosphoglycerate kinase [Arabidopsis 
thaliana] 

41454 

LIB3139-071-P1-N1-C11 

BLASTX 

g2673908 

232 

2.0e-19 

108 
50 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
41455 

LIB3139-071-P1-N1-C5 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g210811 
91 

1.0e-43 

207 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41456 

LIB3139-071-P1-N1-F6 

BLASTX 

g3176659 

284 

2.0e-25 

122 

49 

(AC004393) Strong similarity to receptor kinase gb_M80238 
from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



41457 

LIB3139-072-P1-N1-A11 

BLASTX 

g!38364 

183 

1.0e-13 

63 

65 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

41458 

LIB3139-072-P1-N1-A5 

BLASTX 

gl38364 

586 

7.0e-61 

130 

88 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

41459 

LIB3139-072-P1-N1-D1 

BLASTX 

g3953466 

499 

1.0e-50 

129 
71 

(AC002328) F20N2.11 [Arabidopsis thaliana] 
41460 

LIB3139-072-P1-N1-D11 



6529 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3482929 

455 

2.0e-45 

98 
80 

(AC003970) 
thaliana] 



Putative transcription factor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41461 

LIB3139-072-P1-N1-E3 

BLASTX 

gl346396 

301 

2.0e-27 

112 

54 

PUTATIVE RECEPTOR PROTEIN KINASE ZMPK1 PRECURSOR 

>gi 100913_pir S10930 probable receptor protein kinase (EC 

2.771.-) precursor - maize >gi_22432_emb_CAA36611_ (X52384) 
precursor protein (AA -26 to 791) [Zea mays] 
>gi_22436_emb_CAA47962_ (X67733) receptor-like protein 

kinase [Zea mays] >gi_226927_prf 1611404A receptor protein 

kinase [Zea mays] 

41462 

LIB3139-072-P1-N1-G7 

BLASTX 

g3123308 

192 

1.0e-14 

95 

45 

HYPOTHETICAL OXIDOREDUCTASE IN COMK-SIPV INTERGENIC REGION 
(ORFY) >gi_2226172_emb_CAA744 62_ (Y14081) hypothetical 

protein [Bacillus subtilis] >gi_2633379_emb_CAB12883_ 
(Z99109) similar to ribitol dehydrogenase [Bacillus 

subtilis] 

41463 

LIB3139-072-P1-N1-G9 

BLASTN 

g4097879 

153 

1.0e-80 

365 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41464 

LIB3139-072-P1-N1-H3 

BLASTX 

g2582381 

235 

9.0e-20 
89 



6530 



% identity 

NCBI Description 



55 

(AF021220) 
tabacum] 



cation-chloride co-transporter [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



41465 

LIB3139-072-P1-N1-H9 

BLASTX 

g4097880 

149 

1.0e-09 

101 
42 

(U70866) polyprotein [Bean pod mottle virus] 
41466 

LIB3139-073-P1-N1-C9 

BLASTX 

g4097880 

245 

6.0e-23 

88 

67 

(U70866) polyprotein [Bean pod mottle virus] 
41467 

LIB3139-073-P1-N1-E6 

BLASTN 

g4324966 

171 

2.0e-91 

219 
95 

Glycine max ADP-ribosylation factor mRNA, partial cds 
41468 

LIB3139-073-P1-N1-F5 

BLASTN 

g4099920 

64 

2.0e-27 

136 

87 

Stylosanthes hamata EREBP-3 homolog mRNA, complete cds 
41469 

LIB3139-073-P1-N1-G5 

BLASTX 

g4006886 

318 

2.0e-29 

66 

85 

(Z99708) putative protein [Arabidopsis thaliana] 
41470 

LIB3139-073-P1-N1-G9 
BLASTN 



6531 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



gl498327 
60 

3.0e-25 

92 

92 

Glycine max act in (Soy70) gene, partial cds 
41471 

LIB3139-073-P1-N1-H8 

BLASTX 

g4097880 

430 

1.0e-42 

116 
72 

(U70866) polyprotein [Bean pod mottle virus] 
41472 

LIB3139-074-P1-N1-C10 

BLASTX 

g!38364 

160 

4.0e-17 

118 

47 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

41473 

LIB3139-074-P1-N1-C2 

BLASTX 

g4210806 

127 

8.0e-15 

102 

52 

(Y17906) polygalacturonase [Phaedon cochleariae] 
41474 

LIB3139-074-P1-N1-C3 

BLASTN 

g4097879 

93 

7.0e-45 

261 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41475 

LIB3139-074-P1-N1-H1 

BLASTN 

gl69922 

131 

2.0e-67 



6532 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



251 
95 

Soybean beta-1, 3-endoglucanase mRNA, complete cds 
41476 

LIB3139-075-P1-N1-B2 

BLASTN 

g210811 

151 

2.0e-79 

325 
86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41477 

LIB3139-075-P1-N1-B4 

BLASTX 

g4539292 

390 

6.0e-38 

88 

82 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41478 

LIB3139-075-P1-N1-C1 

BLASTN 

g3176097 

78 

6.0e-36 

186 

85 

Medicago truncatula mRNA for annexin 
41479 

LIB3139-075-P1-N1-D4 

BLASTN 

g3021374 

107 

3.0e-53 

211 

88 

Glycine max mRNA for profilin, PROl 
41480 

LIB3139-075-P1-N1-F3 

BLASTN 

g210811 

86 

1.0e-40 

240 
85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



6533 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41481 

LIB3139-075-P1-N1-G11 

BLASTN 

g3204105 

36 

6.0e-ll 

40 

97 

Cicer arietinum mRNA for putative beta-amilase, partial 



Seq. No. 41482 

Seq. ID LIB3139-075-P1-N1-G7 

Method BLASTX 

NCBI GI g2706450 

BLAST score 193 

E value 5.0e-15 

Match length 70 

% identity 60 

NCBI Description (AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 

Seq. No. 41483 

Seq. ID LIB3139-075-P1-N1-H2 

Method BLASTX 

NCBI GI gl38364 

BLAST score 146 

E value 6.0e-16 

Match length 96 

% identity 56 

NCBI Description GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639jpir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

Seq. No. 41484 

Seq. ID LIB3139-076-P1-N1-C11 

Method BLASTN 

NCBI GI g210811 

BLAST score 45 

E value 4.0e-16 

Match length 77 

% identity 90 

NCBI Description Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

Seq. No. 41485 

Seq. ID LIB3139-076-P1-N1-D1 

Method BLASTN 

NCBI GI g4097879 

BLAST score 173 

E value 1.0e-92 

Match length 369 

% identity 87 

NCBI Description Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 



41486 



6534 



# 



Seq. ID 
Method 



LIB3139-076-P1-N1-F2 
BLASTN 



NCBI GI 


gl431621 


DiinO X O O JL <C- 


45 


£j val U.C 


2 . Oe-16 


Ms"hph lpncrth 


105 




87 


KTCRT np<?rriDt*i on 


T . repens mRNA for protein kinase 




41487 


Cpn TD 

OCvj • X 


LIB3139-076-P1-N1-H12 


Method 


BLASTX 


NCBI GI 


g3643085 




303 


F 1 no 

£j V CL-L LLC? 


1 . Oe-27 




94 


"i Hon t" n t~ v 


60 


WCRT DAQfri Ti1~ "i on 


(AF075580) protein phosphatase-2C; PP2C [Me 




mv^tal 1 i mira 1 


Con Mn 


41488 


Seq. ID 


LIB3139-077-P1-N1-A7 


Method 


BLASTX 


l^^DX L7X 


a4097880 




297 


Hi value 


6 . Oe-27 


Ma "f~ r** n 1 on rrt" h 

LMGl L.011 XClIy L.ii 


132 




54 


Vff ID T nQCPTI T^"H "1 An 


(U70866) polyprotein [Bean pod mottle virus 


OcCJ. LMO. 


4 1 4 ft Q 


Seq. ID 


LIB3139-077-P1-N1-A8 


Method 


BLASTN 


DluOi VJX 


al8685 


OXxriO X oLsVJXC 


284 


Jii Value 


X . K/ CJ 1 J ^ 


Maf pVi 1 OT*irrt"n 
naLon xcMiyL.ii 


406 


X> lUCilLlLjf 


100 


LNLy-DX UCOOlipUlUll 


Soybean Ngm-16 gene coding for nodulin 


Qflrf Ma 

Dcq. WvJ • 


T X " L/ 


Seq. ID 


LIB3139-077-P1-N1-A9 


Method 


BLASTN 


IN L^ £5 X OX 


a2 3178 99 


jjxjrio 1 oOUic 


153 


Ih value 


1 . Uc o u 


T\A -j 4- /-« Vi 1 onrr^h 
natL.ii iciiLjuu 


297 


% X Lit: 11 Lliy 


P7 


IN^JDX UcOLlipLlUIl 


ni vrin? max Sali3-2 mRNA. comolete cds 


Seq. No. 


41491 


Seq. ID 


LIB3139-077-P1-N1-B1 


Method 


BLASTX 


NCBI GI 


gl932938 


BLAST score 


192 


E value 


1.0e-14 


Match length 


84 



6535 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13 

(U80191) 



TFIID subunit TAFII100 [Homo sapiens] 



41492 

LIB3139-077-P1-N1-B12 

BLASTX 

g3641838 

134 

5.0e-09 
80 
55 

(AL023094) 
thaliana] 



putative protein (fragment) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41493 

LIB3139-077-P1-N1-B9 

BLASTX 

g2642450 

287 

9.0e-26 

71 
82 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 

41494 

LIB3139-077-P1-N1-C6 

BLASTX 

g3157927 

262 

7.0e-23 

102 

56 

(AC002131) Contains similarity to GDP-dissociation 
inhibitor gb_L07918 from Mus musculus. [Arabidopsis 
thaliana] 

41495 

LIB3139-077-P1-N1-D5 

BLASTX 

g3643608 

184 

1.0e-13 

105 

41 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
41496 

LIB3139-077-P1-N1-D9 

BLASTN 

g4097879 

136 

2.0e-70 

355 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 



6536 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gene, complete cds 
41497 

LIB3139-077-P1-N1-E5 

BLASTX 

g2398679 

383 

7.0e-38 

122 
70 

(Y14797) 
synthase 



3-deoxy-D-arabino-heptulosonate 7 -phosphate 
[Morinda citrifolia] 



41498 

LIB3139-077-P1-N1-E8 

BLASTX 

g2497790 

167 

6.0e-12 

92 
33 

LYSOSOMAL ALPHA- GLUCOS I DASE PRECURSOR (ACID MALTASE) 
>gi_1515359 (U49351) lysosomal alpha-glucosidase [Mus 
musculus] 

41499 

LIB3139-077-P1-N1-F6 

BLASTX 

gl38364 

162 

3.0e-ll 

107 
38 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


41500 


Seq. ID 


LIB3139-077-P1-N1-H3 


Method 


BLASTN 


NCBI GI 


g296444 


BLAST score 


72 


E value 


3.0e-32 


Match length 


262 


% identity 


83 


NCBI Description 


G.max ADR6 mRNA 


Seq. No. 


41501 


Seq. ID 


LIB3139-077-P1-N1-H9 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


280 


E value 


4.0e-29 


Match length 


105 


% identity 


69 


NCBI Description 


(U70866) polyprotein 



6537 



Seq, No. 


41502 


Seq. ID 


LIB3139-078-P1-N1-A6 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


142 


V, Vri 1 IIP 


5.0e~74 


Match lencrth 


282 


O _L LICi iL.-LL._y 


88 


NCBI Description 


Bean pod mottle virus complete segment RNA1 


gene, complete cds 


Seq. No. 


41503 


q P rr TO 


LIB3139-078-P1-N1-B6 


Method 


BLASTN 


NCBI GI 


gl632800 


BLAST score 


82 


E value 


1.0e-38 


Match lencrth. 


114 


% identity 


93 


NCRT Description 


G.intraradices 5 1 large ribosomal subunit 


Seq. No. 


41504 


Spa ID 


LIB3139-078-P1-N1-C4 


Method 


BLASTN 


NCBI GI 


gl70050 




225 


Hi v Cl-L UC 


1 Oe-123 


j/j.ciL.011 xciiy Lii 


361 


O _LL*CI1 L. J. L, y 


93 


"NTPRT np^rri on 

LN JD X UCOLJ — L^/LXL/ll 


Soybean pyruvate kinase mRNA, complete cds 




41505 


Qprr TO 


LIB3139-078-P1-N1-C9 


LJ.C; LllULi 


BLASTX 


lNL'DX -L 


g4559366 


BLAST score 


267 


E value 


2.0e-23 


Match length 


113 


% identity 


49 


NCBI Description 


(AC006585) putative tyrosine transaminase 




thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



41506 

LIB3139-078-P1-N1-D6 

BLASTX 

g3522943 

268 

9.0e-24 

90 

29 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 
41507 

LIB3139-078-P1-N1-F10 

BLASTX 

gl33320 



6538 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



482 
1.0e-48 

122 
75 

DNA- DIRECT ED RNA POLYMERASE I 135 KD POLYPEPTIDE (A135) 
(RNA POLYMERASE I SUBUNIT 2) >gi_10144 6_pir_A39607 
DNA-directed RNA polymerase (EC 2.7.7.6) I 13 5K chain - 
yeast (Saccharomyces cerevisiae) >gi__172464 (M62804) RNA 
polymerase I (second largest subunit) [Saccharomyces 
cerevisiae] >gi_887587_emb_CAA90154_ (Z49919) Rpa2p 
[Saccharomyces cerevisiae] >gi_939744 (U31900) Rpal35p 
[Saccharomyces cerevisiae] >gi_1314085__emb_CAA95050_ 
(Z71255) Rpa2p [Saccharomyces cerevisiae] 

41508 

LIB3139-079-P1-N1-B8 

BLASTN 

g4097879 

71 

7.0e-32 

131 

89 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41509 

LIB3139-079-P1-N1-C8 

BLASTX 

g3421123 

218 

8.0e-18 

57 
70 

(AF043538) 
thaliana] 



2 OS proteasome beta subunit PBG1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41510 

LIB3139-079-P1-N1-D10 

BLASTX 

g4559381 

283 

2.0e-25 

92 
57 

(AC006526) hypothetical protein [Arabidopsis thaliana] 
41511 

LIB3139-079-P1-N1-D3 

BLASTN 

g4138678 

102 

4.0e-50 

214 

87 

V.faba mRNA for amino acid transporter 



Seq. No. 



41512 



6539 



Seq. ID 


LIB3139-079-P1-N1-D9 


Method 


BLASTX 


NCBI GI 


g2346976 


BLAST score 


181 


E value 


2.0e-13 


Match length 


99 


% identity 


43 


NCBI Description 


(AB006600) ZPT2-13 [Petunia 


Seq. No. 


41513 


Seq. ID 


LIB3139-079-P1-N1-E12 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


323 


E value 


3.0e-32 


Match length 


101 


% identity 


68 


NCBI Description 


(U70866) polyprotein [Bean 


Sea. No. 


41514 


Seq. ID 


LIB3139-07 9-P1-N1-E8 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


47 


E value 


1.0e-17 


Match length 


123 


% identity 


85 


NCBI Description 


Bean pod mottle virus coat 




complete middle component ( 


Seq. No. 


41515 


Seq. ID 


LIB3139-079-P1-N1-E9 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


49 


E value 


9.0e-19 


Match length 


171 



RNA 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



41516 

LIB3139-079-P1-N1-F12 

BLASTN 

g2815245 

57 

3.0e-23 

101 

89 

C.arietinum mRNA for class 
CanMT-2) 



complete cds, 



I type 2 metallothionein (clone 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST. score 



41517 

LIB3139-079-P1-N1-G4 

BLASTX 

g2511693 

226 



6540 



E value 


1.0e-18 


Match length 


82 


S; -j Hpnt" "i 1" v 


57 


NCBI Description 


(Z99954) cysteine prot 


Sea No. 


41518 


Seq. ID 


LIB3139-079-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


g229707 


BLAST score 


307 


R va 1 up 


3.0e-28 


Maf ph lencrth 

Liu Uvll iiilly 1^11 


102 


& 1 esprit" "i t" V 


65 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


41519 


Seq. ID 


LIB3139-080-P1-N1-A3 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


178 


E value 


2.0e-95 


Match length 


306 


% identity 


90 


NCBI Description 


Bean pod mottle virus 



complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41520 

LIB3139-080-P1-N1-A7 

BLASTX 

g2654321 

248 

9.0e-22 

59 

83 

(Y09664) translation elongation factor 2 [Candida albicans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41521 

LIB3139-080-P1-N1-B3 

BLASTN 

g210811 

175 

1.0e-93 

377 
87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41522 

LIB3139-080-P1-N1-C1 

BLASTX 

g2465923 

216 

1.0e-17 

105 

40 

(AF024 648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



6541 



Seq. No. 


41523 


Seq. ID 


LIB3139-080-P1-N1-E12 


Method 


BLASTX 


NCBI GI 


g2827714 


BLAST score 


243 


E value 


1.0e-20 


Match length 


110 


% identity 


47 


NCBI Description 


(AL021684) receptor protein kinase - like protein 




[Arabidopsis thaliana] 


Seq. No. 


41524 


Seq. ID 


LIB3139-080-P1-N1-E3 


Method 


BLASTX 


NCBI GI 


g3043656 


BLAST score 


406 


E value 


9.0e-40 


Match length 


121 


% identity 


60 


NCBI Description 


(AB011138) KIAA0566 protein [Homo sapiens] 


Seq. No. 


41525 


Seq. ID 


LIB3139-080-P1-N1-E6 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


388 


E value 


5.0e-39 


Matr'h 1 encrfch 


110 


% identity 


77 


NFPRT Description 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


41526 


Seq. ID 


LIB3139-080-P1-N1-G9 


Method 


BLASTX 


NCBI GI 


gl351014 


BLAST score 


402 


E value 


3.0e-39 


Match length 


106 


% identity 


76 


NCBI Description 


40S RIBOSOMAL PROTEIN S8 >gi 968 902 dbj BAA07207 



(D38010) 



ribosomal protein S8 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41527 

LIB3139-080-P1-N1-H4 

BLASTX 

gl27277 

243 

1.0e-20 

72 

37 

MITOCHONDRIAL PHOSPHATE CARRIER PROTEIN (PHOSPHATE 
TRANSPORT PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR) (P32) 

>gi_83332_pir S12318 phosphate transport protein, 

mitochondrial - yeast {Saccharomyces cerevisiae) >gi_171957 
(M54879) mitochondrial phosphate transport protein 
[Saccharomyces cerevisiae] >gi_296863_emb__CAA40716__ 



6542 



(X57478) MIR1 [Sac char omyces cerevisiae] 
>gi_1015764_emb_CAA89605_ (Z49577) ORF YJR077c 
[Sacchar omyces cerevisiae] >gi_1019698 (L47993) 
Saccharomyces cerevisiae ORF genes , complete cds's 

[Saccharomyces cerevisiae] >gi_227212_prf 1616363A 

mitochondrial import receptor [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41528 

LIB3139-081-P1-N1-A8 

BLASTX 

gl38364 

147 

6.0e-10 

47 
62 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41529 

LIB3139-081-P1-N1-D12 

BLASTN 

g3860307 

32 

1.0e-08 

52 

90 

Cicer arietinum mRNA for hypothetical protein, clone Canl37 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41530 

LIB3139-081-P1-N1-E10 

BLASTX 

g4263522 

344 

2.0e-32 

120 

48 

(AC004044) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41531 

LIB3139-081-P1-N1-H10 

BLASTN 

g456713 

295 

1.0e-165 

303 

25 

Glycine max gene for ubiquitin, 



complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41532 

LIB3139-082-P1-N1-A6 

BLASTX 

g3482967 

401 

4.0e-39 
104 



6543 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 
thaliana] >gi_4559345_gb_AAD23006. 1_AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 

41533 

LIB3139-082-P1-N1-B7 

BLASTX 

gl710840 

176 

4.0e-13 

68 
54 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) (CYTOKININ BINDING PROTEIN CBP57) 
>gi_441217__dbj_BAA03709_ (D16138) S-adenosyl-L-homocystein 
hydrolase [Nicotiana sylvestris] >gi_1857024_dbj_BAA08142_ 
(D45204) S-adenosyl-L-homocysteine hydrolase [Nicotiana 
tabacum] >gi_2588781_dbj_BAA23164_ (D49804) 
S-adenosyl-L-homocysteine hydrolase [Nicotiana tabacum] 

41534 

LIB3139-082-P1-N1-C3 

BLASTX 

g3426048 

226 

1.0e-18 

55 

78 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 

41535 

LIB3139-082-P1-N1-C5 

BLASTN 

g4097879 

70 

5.0e-31 

237 
84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41536 

LIB3139-082-P1-N1-G11 

BLASTX 

gl38364 

333 

2.0e-33 

125 

70 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 



41537 



6544 



Seq. ID 


LIB3139-082-P1-N1-H11 


Method 


BLASTX 


NCBI GI 


g2828147 


BLAST score 


i cn 


E value 


9.0e-15 


Match length 


56 


% identity 


64 


NCBI Description 


(AF042384) BC-2 protein [Homo sapiens] 


Seq. No. 


41538 


Seq. ID 


LIB3139-082-P1-N1-H4 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 




E value 


4.0e-42 


Match length 


114 


% identity 


79 


NCBI Description 


(U70866) polyprotein [Bean pod mottle vi] 


Seq. No. 


41539 


Seq. ID 


LIB3139-082-P1-N1-H6 


Method 


BLASTX 


NCBI GI 


g4468813 


BLAST score 


Z±y 


E value 


8.0e-18 


Match length 


80 


% identity 


49 


NCBI Description 


(AL035601) putative protein [Arabidopsis 


Seq. No. 


41540 


Seq. ID 


LIB3139-083-P1-N1-C11 


Method 


BLASTX 


NCBI GI 


gl825645 


BLAST score 


176 


E value 


9. Oe-13 


Match length 


72 


% identity 


51 


NCBI Description 


(U88173) weak similarity to Arabidopsis 




ubiquitin-like protein 8 [Caenorhabditis 


Seq. No. 


41541 


Seq. ID 


LIB3139-083-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


g421810 


BLAST score 


233 


E value 


1 . Oe-19 


Match length 


74 


% identity 


68 


NCBI Description 


acetyl-CoA C-acyltransf erase (EC 2.3.1.1 




cucumber 


Seq. No. 


41542 


Seq. ID 


LIB3139-083-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g3901012 


BLAST score 


406 


E value 


1.0e-39 



precursor 



6545 



Match length 

% identity 

NCBI Description 



87 
85 

(AJ130885) xyloglucan endotransglycosylase 1 [Fagus 
syivatica] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41543 

LIB3139-083-P1-N1-G12 

BLASTX 

gl078614 

164 

2.0e-ll 

80 

40 

stearoyl-CoA desaturase (EC 1.14.99.5) - Ajellomyces 
capsulata >gi_757862_emb__CAA59938_ (X85962) delta-9 fatty 
acid desaturase [Ajellomyces capsulatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41544 

LIB3139-083-P1-N1-H1 

BLASTN 

g296444 

205 

l.Oe-111 

397 
88 

G.max ADR6 mRNA 



Seq. No. 


41545 


Seq. ID 


LIB3139-083-P1-N1-H6 


Method 


BLASTX 


NCBI GI 


g445126 


BLAST score 


510 


E value 


6.0e-52 


Match length 


111 


% identity 


97 


NCBI Description 


heat shock protein HSP81-1 [Arabidopsis thaliana] 


Seq. No. 


41546 


Seq. ID 


LIB3139-084-P1-N1-B7 


Method 


BLASTN 


NCBI GI 


g2145472 


BLAST score 


42 


E value 


2.0e-14 


Match length 


106 


% identity 


85 


NCBI Description 


S. tuberosum mRNA for aconitase/aconitate hydratase 


Seq. No. 


41547 


Seq. ID 


LIB3139-084-P1-N1-B8 


Method 


BLASTX 


NCBI GI 


g3080434 


BLAST score 


144 


E value 


3.0e-09 


Match length 


66 


% identity 


42 


NCBI Description 


(AL022605) putative gamma-glut amyltransf erase [Arab 



thaliana] 



6546 



# 

Seq." No. 41548 
Seq. ID LIB3139-084-P1-N1-D12 
Method BLASTX 
NCBI GI g2494176 
BLAST score 147 
E value 2.0e-09 
Match length 82 
% identity 44 

NCBI Description PUTATIVE GLUTAMATE DECARBOXYLASE (GAD) 

>gi_1078596_pir S53072 probable membrane protein YMR250w 

yeast (Saccharomyces cerevisiae) >gi_732928_emb_CAA88577_ 
(Z48639) unknown [Saccharomyces cerevisiae] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41549 

LIB3139-084-P1-N1-E8 

BLASTN 

g4097879 

101 

1.0e-49 

309 
83 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41550 

LIB3139-084-P1-N1-G11 

BLASTX 

g2181186 

174 

1.0e-25 

101 

63 

(X97323) outward rectifying potassium channel KCOl 
[Arabidopsis thaliana] >gi_22307 61_emb_CAA69158_ (Y07825) 
kcol [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41551 

LIB3139-084-P1-N1-G8 

BLASTN 

g210811 

64 

2.0e-27 

184 

84 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41552 

LIB3139-084-P1-N1-H7 

BLASTX 

g4190952 

488 

2.0e-49 

131 

69 

(AB022689) similar to hsr203J [Lycopersicon esculentum] 



6547 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41553 

LIB3139-085-P1-N1-C11 

BLASTN 

g210811 

57 

3.0e-23 

97 

90 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41554 

LIB3139-085-P1-N1-E1 

BLASTX 

g322670 

437 

1.0e-43 

99 
82 

hydroxymethylglutaryl-CoA reductase (NADPH) 
radish >gi_21104_emb_CAA48611_ (X68652) 
hydroxymethylglutaryl-CoA reductase (NADPH) 
sativus] 



(EC 1.1.1.34) 

[Raphanus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41555 

LIB3139-085-P1-N1-E5 

BLASTN 

g210811 

49 

1.0e-18 

77 

92 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


41556 


Seq. ID 


LIB3139-085 


Method 


BLASTX 


NCBI GI 


gl69900 


BLAST score 


169 


E value 


2.0e-12 


Match length 


65 


% identity 


57 


NCBI Description 


(M37529) 31 


Seq. No. 


41557 


Seq. ID 


LIB3139-085 


Method 


BLASTX 


NCBI GI 


g3702332 


BLAST score 


286 


E value 


1.0e-25 


Match length 


118 


% identity 


52 


NCBI Description 


(AC005397) 


Seq. No. 


41558 



-P1-N1-G3 



31 kDa protein [Glycine max] 



6548 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3139-085-P4-N4-A5 

BLASTX 

g3510251 

401 

3.0e-39 

115 

67 

(AC005310) unknown protein [Arabidopsis thaliana] 
41559 

LIB3139-085-P4-N4-A7 

BLASTN 

gl8727 

33 

3.0e-09 

57 

89 

Soybean mRNA for reductase involved in deoxychalcone 
synthesis (NAD (P) H dependent 6 1 -deoxychalcone synthase) 

41560 

LIB3139-086-P1-N1-A10 

BLASTN 

g609224 

168 

2.0e-89 

307 
8 9 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41561 

LIB3139-086-P1-N1-A3 

BLASTX 

gll43717 

211 

7.0e-17 

79 

51 

(U17603) rS-Rex-s [Rattus norvegicus] 



41562 

LIB3139-086-P1-N1-A7 

BLASTX 

g2827555 

204 

5.0e-16 

68 
65 

(AL021635) Translation factor 
[Arabidopsis thaliana] 



EF-1 alpha - like protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



41563 

LIB3139-086-P1-N1-B7 

BLASTX 

gl680686 



6549 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390 

8.0e-38 

110 

71 

(U51330) 



rust resistance kinase LrlO [Triticum aestivum] 



41564 

LIB3139-086-P1-N1-C3 

BLASTN 

g343022 

37 

2.0e-ll 

85 

86 

Pea chloroplast photosystem II gene encoding the D2 and 
44kd chlorophyll a-binding proteins, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41565 

LIB3139-086-P1-N1-D10 

BLASTN 

g408791 

101 

1.0e-49 

168 

93 

Glycine soja 
(Fadd) mRNA, 



chloroplast omega-3 fatty acid desaturase 
complete cds 



41566 

LIB3139-086-P1-N1-D3 

BLASTN 

gl!84986 

147 

6.0e-77 

263 

89 

Nicotiana tabacum GTP-binding protein NTGB1 mRNA, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41567 

LIB3139-086-P1-N1-D8 

BLASTN 

g4097879 

140 

8.0e-73 

384 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41568 

LIB3139-086-P1-N1-H11 

BLASTN 

g4097879 

76 

5.0e-35 
120 



6550 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



91 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41569 

LIB3139-086-P1-N1-H12 

BLASTX 

gl38364 

151 

8.0e-10 

49 
61 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_21G812 
(M62738) coat protein [Bean pod mottle virus] 

41570 

LIB3139-087-P1-N1-A7 

BLASTX 

g833835 

105 

1.0e-10 

85 
52 

(U26025) amygdalin hydrolase isoform AH I precursor [Prunus 
serotina] 

41571 

LIB3139-087-P1-N1-E7 

BLASTN 

g255407 

148 

8.0e-78 

252 

90 

repetitive proline-rich protein {cDNA clone 1A10-2} 
[Glycine max=soybeans, axes germinated for 31 hours, mRNA, 
943 nt] 

41572 

LIB3139-087-P1-N1-G3 

BLASTX 

g4263712 

163 

1.0e-ll 

48 

67 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 

41573 

LIB3139-087-P1-N1-H10 

BLASTN 

g3818415 

54 

1.0e-21 



6551 



Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



280 
30 

Medicago sativa proline-rich cell wall protein gene, 
complete cds 

41574 

LIB3139-088-P1-N1-E1 

BLASTX 

g2244915 

159 

1.0e-10 

78 
38 

(Z97339) strong homology to reverse transcriptase 
[Arabidopsis thaliana] 

41575 

LIB3139-088-P1-N1-F8 

BLASTX 

g4105633 J 

363 

1.0e-34 

114 

61 

(AF048982) putative ethylene receptor [Arabidopsis 
thaliana] 

41576 

LIB3139-088-P1-N1-G6 

BLASTN 

g210811 

120 

8.0e-61 

276 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41577 

LIB3139-089-P1-N1-B12 

BLASTX 

g4206210 

245 

6.0e-21 

111 

47 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi_4263043_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 

41578 

LIB3139-089-P1-N1-C6 

BLASTN 

g4097879 

77 

2.0e-35 
249 



6552 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41579 

LIB3139-089-P1-N1-E5 

BLASTX 

g818849 

175 

4.0e-13 

65 

56 

(U25430) nucleotide pyrophosphatase precursor [Oryza 
sativa] 

41580 

LIB3139-089-P1-N1-G8 

BLASTN 

g4097879 

166 

2.0e-88 

362 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41581 

LIB3139-089-P1-N1-H4 

BLASTX 

g3913008 

113 

9.0e-ll 

68 

62 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41582 

LIB3139-090-P1-N1-A1 

BLASTN 

g210811 

42 

2.0e-14 

70 

90 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



41583 

LIB3139-090-P1-N1-B10 

BLASTN 

g558142 

98 

9.0e-48 

220 

90 



6553 



NCBI Description 



Vicia faba NADH ubiquinone oxidoreductase subunit 5 (nad5) 
gene, mitochondrial gene encoding mitochondrial protein, 
exons c 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41584 

LIB3139-090-P1-N1-C11 

BLASTN 

g2921337 

34 

2.0e-09 

62 

89 

Gossypium hirsutum MYB-like DNA-binding domain protein 
(Cmy-N) mRNA, complete cds 

41585 

LIB3139-090-P1-N1-E5 

BLASTN 

g4097879 

182 

8.0e-98 

428 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



41586 

LIB3139-090-P1-N1-E8 

BLASTN 

g210811 

147 

6.0e-77 

331 

86 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



41587 

LIB3139-091-P1-N1-A1 

BLASTN 

g210811 

115 

5.0e-58 

242 

88 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 

41588 

LIB3139-091-P1-N1-A3 

BLASTX 

gl709970 

306 

5.0e-28 

109 

61 

60S RIBOSOMAL PROTEIN L10A 



complete cds, 



6554 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41589 

LIB3139-091-P1-N1-A6 

BLASTX 

g2982431 

495 

4.0e-50 

132 
71 

(AL022224) 
thaliana] 



leucine rich repeat-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41590 

LIB3139-091-P1-N1-C12 

BLASTX 

g2500004 

431 

1.0e-42 

124 
67 

PHOSPHORIBOSYLAMINE— GLYCINE LIGASE (GARS) (GLYCINAMIDE 
RIBONUCLEOTIDE SYNTHETASE) ( PHOSPHORIBOSYLGLYCINAMIDE 
SYNTHETASE) / PHOSPHORIBOSYLFORMYLGLYCINAMIDINE 
CYCLO-LIGASE (AIRS) (PHOSPHORIBOSYL-AMINOIMIDAZOLE 
SYNTHETASE)... >gi_1117927 (U40565) Adelp [Yarrowia 
lipolytica] 



Seq. No. 


41591 


Seq. ID 


LIB3139-091-P1-N1-E7 


Method 


BLASTX 


NCBI GI 


g2827082 


BLAST score 


339 


E value 


4.0e-32 


Match length 


97 


% identity 


68 


NCBI Description 


(AF020272) malate dehydrogenas 


Seq. No. 


41592 


Seq. ID 


LIB3139-092-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


g3914893 


BLAST score 


152 


E value 


6.0e-10 


Match length 


70 


% identity 


47 


NCBI Description 


30S RIBOSOMAL PROTEIN S17 >gi_ 


protein S17 [Aquifex aeolicus] 


Seq. No. 


41593 


Seq. ID 


LIB3139-092-P1-N1-B4 


Method 


BLASTX 


NCBI GI 


g3834322 


BLAST score 


206 


E value 


3.0e-16 


Match length 


52 



% identity 

NCBI Description 



81 

(AC005679) 



EST gb_R30300 comes from this gene. [Arabidopsis 



6555 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41594 

LIB3139-092-P1-N1-B5 

BLASTX 

g3834322 

161 

7.0e-ll 
52 
69 

(AC005679) 
thaliana] 



EST gb_R30300 comes from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



41595 

LIB3139-092-P1-N1-D11 

BLASTX 

g2529663 

265 

4.0e-23 

97 

52 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

41596 

LIB3139-092-P1-N1-F12 

BLASTX 

g2244993 

154 

4.0e-10 

45 

64 

(Z97341) similarity to AMP-activated protein kinase beta 
[Arabidopsis thaliana] 

41597 

LIB3139-092-P1-N1-F6 

BLASTX 

gl38364 

139 

8.0e-09 

77 

48 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

41598 

LIB3139-092-P1-N1-G10 

BLASTX 

g4510339 

208 

1.0e-16 

80 

58 



6556 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 

41599 

LIB3139-092-P1-N1-H12 

BLASTN 

g210811 

. 52 

3.0e-20 

280 

87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41600 

LIB3139-092-P1-N1-H4 

BLASTX 

g549811 

230 

2.0e-19 

89 
51 

GTP-BINDING PROTEIN YPTV4 (RAB2 HOMOLOG) 

>gi_486946_pir S36367 GTP-binding protein yptV4 - Vol vox 

carteri >gi_409166 (L08130) GTP-binding protein [Volvox 
carteri] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41601 

LIB3139-092-P1-N1-H5 
BLASTX 
g3202028 
631 

5.0e-66 
140 
82 

(AF0 69317) cystathionine gamma -synthase [Mesembryanthemum 
crystallinum] 

41602 

LIB3139-093-P1-N1-E10 
BLASTX 
g3023637 
154 

3.0e-10 
78 
42 

PROBABLE ATP-DEPENDENT RNA HELICASE HRH1 {DEAH BOX 

8) >gi_1362899_pir A56236 probable RNA helicase 1 

>gi_807817_dbj_BAA09078__ (D50487) RNA helicase (HRH1) [Homo 
sapiens] 



PROTEIN 
human 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



41603 

LIB3139-093-P1-N1-G10 

BLASTX 

g4468979 

174 

2.0e-12 



6557 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 
52 

(AL035605) putative protein [Arabidopsis thaliana] 
41604 

LIB3139-093-P1-N1-G12 

BLASTX 

gll69528 

248 

2.0e-21 

86 

63 

ENOLASE 2 ( 2 - PHOS PHOGLYCERATE DEHYDRATASE 2) 

( 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 2) >gi_602253 (U17973) 

enolase [Zea mays] 

41605 

LIB3139-093-P1-N1-H1 

BLASTX 

g3098603 

553 

6.0e-57 

126 
82 

(AF052191) katanin p6(T subunit [Strongylocentrotus 
purpuratus] 

41606 

LIB3139-093-P1-N1-H2 

BLASTX 

g3243234 

279 

1.0e-45 
111 
85 

(AF071477) 
communis] 



isoflavone reductase related protein [Pyrus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41607 

LIB3139-093-P1-N1-H8 

BLASTX 

gl619300 

269 

1.0e-23 

101 

53 

(X95269) LRR protein [Lycopersicon esculentum] 
41608 

LIB3139-094-P1-N1-A7 

BLASTX 

gl785621 

379 

1.0e-36 

132 

55 

(Z84202) AtPK2324 [Arabidopsis thaliana] >gi_2465927 



6558 



(AF024650) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] >gi_4249408 (AC006072) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41609 

LIB3139-094-P1-N1-B12 

BLASTX 

g417444 

190 

2.0e-14 

100 

44 

PHENYLALANINE AMMONIA-LYASE 2 >gi_217984_dbj_BAA00887_ 
(D10003) phenylalanine ammonia- lyase [Pisum sativum] 

41610 

LIB3139-094-P1-N1-C12 

BLASTX 

g3941498 

183 

2.0e-13 

42 

76 

(AF062903) putative transcription factor [Arabidopsis 
thaliana] 

41611 

LIB3139-094-P1-N1-E2 

BLASTX 

g4097880 

239 

5.0e-20 

67 

72 

(U70866) polyprotein [Bean pod mottle virus] 
41612 

LIB3139-094-P1-N1-E3 

BLASTX 

g684942 

342 

4.0e-32 

91 

71 

(U20736) S-adenosyl-L-methionine: trans-caff eoyl-CoA 
3-0-methyltransf erase [Medicago sativa subsp. sativa] 

41613 

LIB3139-094-P1-N1-G1 

BLASTX 

g2914703 

208 

1.0e-16 

57 

65 

(AC003974) unknown protein [Arabidopsis thaliana] 



6559 



Seq. No. 41614 

Seq. ID LIB3139-094-P1-N1-G2 

Method BLASTX 

NCBI GI g3023361 

BLAST score 356 

E value 8.0e-34 

Match length 146 

% identity 46 

NCBI Description BRANCHED- CHAIN AMINO ACID AMINOTRANSFERASE, MITOCHONDRIAL 
PRECURSOR (BCAT) >gi_2231619 (U88029) branched-chain amino 
acids aminotransferase [Schizosaccharomyces pombe] 

Seq. No. 41615 

Seq. ID LIB3139-094-P1-N1-H9 

Method BLASTX 

NCBI GI gl841475 

BLAST score 219 

E value 7.0e-18 

Match length 43 

% identity 86 

NCBI Description (Y11105) Myb26 [Pisum sativum] 

Seq. No. 41616 

Seq. ID LIB3139-095-P1-N1-A11 

Method BLASTX 

NCBI GI g4097880 

BLAST score 272 

E value 3.0e-38 

Match length 123 

% identity 76 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 41617 

Seq. ID LIB3139-095-P1-N1-C1 

Method BLASTX 

NCBI GI g4063751 

BLAST score 459 

E value 6.0e-46 

Match length 132 

% identity 62 

NCBI Description (AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

Seq. No. 41618 

Seq. ID LIB3139-095-P1-N1-C9 

Method BLASTX 

NCBI GI g3243136 

BLAST score 179 

E value 4.0e-13 

Match length 81 

% identity 43 

NCBI Description (AF047702) fragile histidine triad protein [Mus musculus] 

Seq. No. 41619 

Seq. ID LIB3139-095-P1-N1-E1 

Method BLASTX 




6560 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



g3341686 
565 

2.0e-58 

133 

74 

(AC003672) putative glycosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41620 

LIB3139-096-P1-N1-A11 

BLASTX 

g3287695 

518 

9.0e-53 

148 

67 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41621 

LIB3139-096-P1-N1-B2 

BLASTX 

gl38364 

260 

6.0e-23 

85 

62 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

41622 

LIB3139-096-P1-N1-C1 

BLASTX 

g2829870 

310 

1.0e-28 

114 

52 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
41623 

LIB3139-096-P1-N1-C3 

BLASTX 

g267136 

350 

4.0e-33 

88 

78 

PLASMA MEMBRANE INTRINSIC PROTEIN 2C (WATER-STRESS INDUCED 
TONOPLAST INTRINSIC PROTEIN) (WSI-TIP) 

>gi_217869_dbj_BAA02520_ (D13254) transmembrane channel 
protein [Arabidopsis thaliana] >gi_4 371283_gb_AAD18141_ 
(AC006260) putative plasma membrane intrinsic protein 2C 
[Arabidopsis thaliana] >gi__384324_prf 1905411A 



6561 



transmembrane channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41624 

LIB3139-096-P1-N1-E6 

BLASTX 

g2853039 

265 

4.0e-23 

138 

41 

(X94289) phosphoinositide-specific phospholipase C 
tuberosum] 



[Solanum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41625 

LIB3139-096-P1-N1-F12 

BLASTN 

g210811 

112 

3.0e-56 

336 

83 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41626 

LIB3139-096-P1-N1-G1 

BLASTX 

g3668091 

202 

9.0e-16 

138 
4 

(AC004667) hypothetical protein [Arabidopsis thaliana] 
41627 

LIB3139-096-P1-N1-G4 

BLASTX 

g4567312 

450 

8.0e-45 

122 

71 

(AC005956) hypothetical protein [Arabidopsis thaliana] 
41628 

LIB3139-096-P1-N1-G7 

BLASTX 

gl705486 

390 

8.0e-38 

141 

55 

BLOOM'S SYNDROME PROTEIN >gi_2134831_pir A57570 Bloom's 

syndrome related protein BLM - human >gi_1072122 (U39817) 
Bloom's syndrome protein [Homo sapiens] 

>gi_4557365_ref_NP_000048.1_pBLM_ Bloom syndrome protein 



6562 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41629 

LIB3139-097-P1-N1-B11 

BLASTX 

gl38364 

233 

7.0e-20 

66 

74 

GENOME POLYPROTEIN M {CONTAINS : COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


41630 


Seq. ID 


LIB3139-097-P1-N1-C3 


Method 


BLASTX 


NCBI GI 


g3212877 


BLAST score 


534 


E value 


1.0e-54 


Match length 


127 


& i dent it v 


78 


NCBI Description 


(AC004005) Lea-like protein 


Seq. No. 


41631 


Seq. ID 


LIB3139-097-P1-N1-C6 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


152 


E value 


6.0e-80 


Match length 


412 


% identity 


84 


NCBI Description 


Bean pod mottle virus coat ; 




complete middle component (: 


Seq. No. 


41632 


Seq. ID 


LIB3139-097-P1-N1-D3 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


336 


E value 


2.0e-31 


Match length 


123 



RNA 



% identity 

NCBI Description 



61 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
, % identity 
NCBI Description 



41633 

LIB3139-097-P1-N1-D6 

BLASTX 

g2827623 

501 

1.0e-57 

137 

85 

(AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



41634 

LIB3139-097-P1-N1-D7 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



g2827623 
233 

7.0e-24 

83 

72 

(AL021636) putative protein [Arabidopsis thaliana] 
41635 

LIB3139-097-P1-N1-E6 

BLASTN 

g4097879 



BLAST score 


101 


ill vaiue 


1 flea- A Q 


Match length 


91 7 


% identity 


0 / 


JNCbl UcSCIipLXUll 


R^^rt nnH mnf tl p virus complete secrment RNA1 polvprote 




gene f complete tuo 


beq. wo* 


fi X DO O 


beq. id 


T TR^1 "}Q_nQ7 — P1 -M1 — 0 
j_iXi30±j_/ Uz?/ irl IN x 


Method 


BLASTX 


NCBI GI 


g3608137 


BLAST score 


200 


E value 


l . ue-io 


Match length 




% identity 


4 / 


NCBI Description 


f arnn r "^i a \ nntnnwn nrnfpin r ATabidoosis thalianal 


Seq. No. 


4 1 D J / 


beq. iu 


T TR^1 *^Q-DQ7 — PI -Nl — F1 9 


Method 


ioliAb 1 A 


NCBI GI 


g3170230 


BLAST score 


327 


E value 


z . ue ju 


Match length 


luo 


% identity 


OZ 


NCBI Description 


^rii; U ft 1 0 ft O ) iiUULUoc U ^iivjo^Jiici ic ^ r*._i_iia.o^ 




beq. jno. 


A1 £"^ft 
f± 1 OOo 


oeq. iu 


T.TR^l ^ 9-097 -P1-N1-F3 


Method 


BLASTN 


NCBI GI 


gl70087 


BLAST score 


132 


E value 


5.0e-68 


Match length 


236 


% identity 


90 


NCBI Description 


G.max vegetative storage protein mRNA (VSP25 gene) 


Seq. No. 


41639 


Seq. ID 


LIB3139-097-P1-N1-F6 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


97 


E value 


4.0e-47 


Match length 


257 


% identity 


85 



6564 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41640 

LIB3139-097-P1-N1-F7 

BLASTX 

g4097880 

371 

1.0e-35 

129 

56 

(U70866) polyprotein [Bean pod mottle virus] 
41641 

LIB3139-098-P1-N1-A8 

BLASTX 

g2344891 

169 

6.0e-12 

98 

37 

(AC002388) hypothetical protein [Arabidopsis thaliana] 
41642 

LIB3139-098-P1-N1-B3 

BLASTX 

g4490300 

378 

2.0e-36 

106 

74 

(AL03567 8) putative protein [Arabidopsis thaliana] 
41643 

LIB3139-098-P1-N1-C6 

BLASTN 

g210811 

95 

3.0e-46 

235 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41644 

LIB3139-098-P1-N1-D9 

BLASTX 

g2980793 

148 

1.0e-13 

92 

46 

(AL022197) putative protein [Arabidopsis thaliana] 
41645 

LIB3139-098-P1-N1-E12 
BLASTN 



6565 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4204764 
85 

4.0e-40 

233 

86 

Glycine max peroxidase 



(sEPb2) mRNA, partial cds 



41646 

LIB3139-098-P1-N1-H2 

BLASTX 

g4263818 

199 

2.0e-15 

80 

44 

(AC006067) unknown protein [Arabidopsis thaliana] 
41647 

LIB3139-099-P1-N1-A12 

BLASTX 

gl402918 

369 

2.0e-35 

87 

83 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215__emb_CAA67310_ (X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 



41648 

LIB3139-099-P1-N1-A3 

BLASTN 

gl69936 

344 

0.0e+00 

372 

99 

Glycine max chalcone synthase (chs7) 



gene f complete cds 



41649 

LIB3139-099-P1-N1-G8 

BLASTN 

gl2147 

211 

1.0e-115 

299 

93 

Pea chloroplast genes for ATP synthetase subunits beta and 
epsilon {atpB and atpE) 

41650 

LIB3139-100-P1-N1-B2 

BLASTX 

g2239083 

159 

7.0e-ll 
85 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

(Z84383) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_2239087_emb_CAB06429__ (Z84385) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 

41651 

LIB3139-100-P1-N1-B3 - 

BLASTX 

g322772 

615 

5.0e-64 

142 

77 

1-aminocyclopropane-l-carboxylate synthase (EC 4.4.1.14) - 
garden petunia >gi_20508_emb_CAA79478_ (Z18953) 
1-aminocyclopropane-l-carboxylate synthase [Petunia x 
hybrida] >gi_1513090 (U64804) 

1-aminocyclopropane-l-carboxylate synthase [ Petunia 
hybrida] 

41652 

LIB3139-100-P1-N1-B8 

BLASTX 

g3193316 

237 

1.0e-19 
143 
43 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



41653 

LIB3139-100-P1-N1-C5 

BLASTX 

g2618686 

217 

3.0e-17 

101 

39 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
41654 

LIB3139-100-P1-N1-G11 

BLASTX 

g4218001 

199 

1.0e-25 

175 

40 

(AC006135) putative Ac transposase [Arabidopsis thaliana] 
41655 

LIB3139-100-P1-N1-H10 

BLASTX 

gl255448 

311 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-28 

82 

72 

(D50468) mitogen-activated protein kinase [Arabidopsis 
thaliana] 

41656 

LIB3139-101-P1-N1-F5 

BLASTX 

g229708 

270 

8.0e-24 

122 

51 



NCBI Description Bean pod mottle virus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41657 

LIB3139-101-P1-N1-G7 

BLASTX 

g3080374 

218 

1.0e-17 

123 

3 

(AL022580) putative protein [Arabidopsis thaliana] 
41658 

LIB3139-102-P1-N1-A11 

BLASTN 

g210811 

79 

2.0e-36 

203 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41659 

LIB3139-102-P1-N1-A2 

BLASTN 

g210811 

214 

1.0e-117 

358 

90 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41660 

LIB3139-102-P1-N1-C3 

BLASTX 

g951116 

212 

6.0e-17 

100 

51 

(U22472) mannose/glucose-binding lectin [Arachis hypogaea] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value^ 

Match length 

% identity 

NCBI Description 



41661 

LIB3139-102-P1-N1-C9 

BLASTX 

g3913952 

222 

4.0e-18 

55 

71 

ADENYLATE KINASE (ATP -AMP TRANS PHOSPHORYL AS E) >gi_2351578 
(U82330) adenylate kinase homolog [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41662 

LIB3139-102-P1-N1-D10 

BLASTX 

g2852447 

285 

1.0e-35 

128 

60 

(D88206) protein kinase [Arabidopsis thaliana] 
41663 

LIB3139-102-P1-N1-D9 

BLASTX 

gl38364 

362 

1.0e-34 

124 

60 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

41664 

LIB3139-102-P1-N1-E10 

BLASTX 

gl256771 

215 

2.0e-17 

105 

46 

(U51270) COP9 [Spinacia oleracea] 
41665 

LIB3139-102-P1-N1-E7 

BLASTN 

gl8651 

61 

9.0e-26 

145 

86 

Soybean gene for heat shock protein Gmhspl7.9-D (class VI) 



Seq. No. 
Seq. ID 



41666 

LIB3139-102-P1-N1-F10 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl70065 

239 

1.0e-132 

394 

11 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 

41667 

LIB3139-102-P1-N1-F11 

BLASTX 

g!38364 

422 

1.0e-41 

133 

63 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Cprr No 


41668 


Seq. ID 


LIB3139-102-P1-N1-F12 


Method 


BLASTX 




g229707 


"DT,7\ C T 1 eporP 
JDJ_irlO ± 3UUIC 


533 


TP TT ^1 lift 

cj value 


1 . Oe-54 


ria Lull xciiy y—ii 


134 




75 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


41669 


Seq. ID 


LIB3139-102-P1-N1-F7 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


225 


E value 


9.0e-19 


Match length 


92 


% identity 


52 


NCBI Description 


(U70866) polyprotein [Bean 


Seq. No. 


41670 


Seq. ID 


LIB3139-102-P1-N1-G4 


Method 


BLASTX 


NCBI GI 


g2224663 


BLAST score 


403 


E value 


3.0e-39 


Match length 


155 


% identity 


52 


NCBI Description 


(AB002359) KIAA0361 [Homo 


Seq. No. 


41671 


Seq. ID 


LIB3139-102-P1-N1-G7 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


183 
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1> 

E value 8.0e-14 

Match length 91 

% identity 46 

NCBI Description GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 




Sea No. 


41672 




LIB3139-102-P1-N1-G9 


l ie UlUJvJ. 


BLASTX 




g229707 


BLAST score 


173 


E value 


7.0e-13 


Match length 


69 


% identity 


52 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


41673 


Seq. ID 


LIB3139-102-P1-N1-H8 


Method 


BLASTX 


NCBI GI 


g229707 


BLAST score 


512 


E value 


4.0e-52 


Match length 


120 


% identity 


79 


NCBI Description 


Bean pod mottle virus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41674 

LIB3139-103-P1-N1-E1 

BLASTX 

g549077 

216 

1.0e-17 

92 

48 

3-KETOACYL-COA THIOLASE PEROXISOMAL PRECURSOR 
(BETA-KETOTHIOLASE) (ACETYL-COA ACYLTRANSFERASE) 

(PEROXISOMAL 3-OXOACYL-COA THIOLASE) >gi_480423_pir S36838 

acetyl-CoA C-acyltransferase (EC 2.3.1.16), peroxisomal - 
yeast (Yarrowia lipolytica) >gi_5532_emb_CAA49605_ (X69988) 
acetyl-CoA acyltransf erase [Yarrowia lipolytica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41675 

LIB3139-103-P1-N1-E8 

BLASTX 

g400988 

202 

7.0e-16 

66 

56 

60S RIBOSOMAL PROTEIN L21E A >gi_322 959_pir S28921 

ribosomal protein L21.e.A, cytosolic - yeast (Saccharomyces 
cerevisiae) >gi_173155 (M86408) ribosomal protein 
[Saccharomyces cerevisiae] >gi_536555_emb_CAA85153_ 
(Z36059) ORF YBR191w [Saccharomyces cerevisiae] >gi_575917 
(U02073) homolog of rat ribosomal protein L21 
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[Saccharomyces cerevisiae] 



Seq. No. 41676 

Seq. ID LIB3139-103-P1-N1-G1 

Method BLASTN 

NCBI GI g210811 

BLAST score 187 

E value 1.0e-101 

Match length 299 

% identity 91 

NCBI Description Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

Seq. No. 41677 

Seq. ID LIB3139-103-P1-N1-G9 

Method BLASTX 

NCBI GI g3548809 

BLAST score 168 

E value 2.0e-12 

Match length 60 

% identity 52 

NCBI Description (AC005313) unknown protein [Arabidopsis thaliana] 

Seq. No. 41678 

Seq. ID LIB3139-103-P1-N1-H6 

Method BLASTX 

NCBI GI gl38364 

BLAST score 173 

E value 6.0e-13 

Match length 42 

% identity 79 

NCBI Description GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_jpir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

Seq. No. 41679 

Seq. ID LIB3139-104-P1-N1-A2 

Method BLASTX 

NCBI GI g!644402 

BLAST score 153 

E value 5.0e-10 

Match length 65 

% identity 49 

NCBI Description (U73524) putative ATP/GTP-binding protein [Homo sapiens] 

Seq. No. 41680 

Seq. ID LIB3139-104-P1-N1-A5 

Method BLASTX 

NCBI GI g4314366 

BLAST score 44 6 

E value 2.0e-44 

Match length 128 

% identity 62 

NCBI Description (AC006340) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 41681 



6572 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3139-104-P1-N1-A9 

BLASTN 

g210811 

175 

1.0e-93 

364 
90 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41682 

LIB3139-104-P1-N1-B8 

BLASTX 

g3342552 

199 

2.0e-15 

68 

56 

(AF076979) putative strictosidine synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41683 

LIB3139-104-P1-N1-F7 

BLASTX : : 

g2864625 

534 

1.0e-54 

135 
76 

(AL021811) putative protein [Arabidopsis thaliana] 
41684 

LIB3139-104-P1-N1-G7 

BLASTN 

g531828 

50 

4.0e-19 

102 

87 

Cloning vector pSportl, complete cds 



41685 

LIB3139-105-P1-N1-B3 

BLASTN 

g210811 

218 

1.0e-119 

366 

90 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



41686 

LIB3139-105-P1-N1-B8 

BLASTX 

g4335731 

324 
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E value 3.0e-30 

Match length 106 

% identity 58 

NCBI Description (AC006248) putative 




poiyprotein [Arabidopsis thaliana] 



Seq. No. 41687 

Seq. ID LIB3139-105-P1-N1-D6 

Method BLASTX 

NCBI GI g2464914 

BLAST score 277 

E value 1.0e-24 

Match length 88 

% identity 69 

NCBI Description (Z99708) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 41688 

Seq. ID LIB3139-105-P1-N1-E2 

Method BLASTX 

NCBI GI g685035 

BLAST score 292 

E value 4.0e-29 

Match length 78 

% identity 92 

NCBI Description histone H2A homolog [Phaseolus vulgaris, Great Northern, 
immature embryos, Peptide Partial, 146 aa] 

Seq. No. 41689 

Seq. ID LIB3139-105-P1-N1-F12 

Method BLASTX 

NCBI GI g4097880 

BLAST score 308 

E value 8.0e-29 

Match length 73 

% identity 81 

NCBI Description (U70866) poiyprotein [Bean pod mottle virus] 

Seq. No. 41690 

Seq. ID LIB3139-106-P1-N1-C7 

Method BLASTX 

NCBI GI g2842493 

BLAST score 508 

E value 1.0e-51 

Match length 107 

% identity 84 

NCBI Description (AL021749) predicted protein [Arabidopsis thaliana] 
Seq. No. 41691 

Seq. ID LIB3139-106-P1-N1-D11 

Method BLASTX 

NCBI GI g!899058 

BLAST score 265 

E value 3.0e-23 

Match length 88 

% identity 62 

NCBI Description (U77378) transcriptional activator CBF1 [Arabidopsis 
thaliana] >gi_4091982_gb_AAC99369_ (AF076155) CRT/CRE 
binding factor 1 [Arabidopsis thaliana] 
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Seq. No. 41692 

Seq. ID LIB3139-106-P1-N1-D12 

Method BLASTN 

NCBI GI gl70075 

BLAST score 73 

E value 8.0e-33 

Match length 81 

% identity 98 

NCBI Description Soybean calmodulin (SCaM-4) mRNA, complete cds 

Seq. No. 41693 

Seq. ID LIB3139-106-P1-N1-D9 

Method BLASTX 

NCBI GI g2634023 

BLAST score 195 

E value 1.0e-22 

Match length 119 

% identity 53 . . , 

NCBI Description (Z99112) uridylate kinase [Bacillus subtilis] 

Seq. No. 41694 

Seq. ID LIB3139-106-P1-N1-E9 

Method BLASTN 

NCBI GI g210811 

BLAST score 135 

E value 8.0e-70 

Match length 331 

% identity 85 

NCBI Description Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

Seq. No. 41695 

Seq. ID LIB3139-106-P1-N1-F12 

Method BLASTN 

NCBI GI g262045 

BLAST score 79 

E value 2.0e-36 

Match length 172 

% identity 91 

NCBI Description Ncyptl=putative small GTP-binding protein [Neurospora 
crassa, Genomic /mRNA, 3157 nt] 

Seq. No. 41696 

Seq. ID LIB3139-106-P1-N1-G12 

Method BLASTX 

NCBI GI g4097880 

BLAST score 295 

E value 6.0e-27 

Match length 89 

% identity 71 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 41697 

Seq. ID LIB3139-106-P1-N1-H3 

Method BLASTN 

NCBI GI gl217993 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237 5 . 

1.0e-131 

288 

Glycine max dynamin-like protein SDL12A mRNA, complete cds 
41698 

LIB3139-107-P1-N1-A12 

BLASTN 

g4097879 

136 

2.0e-70 

335 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41699 

LIB3139-107-P1-N1-A6 

BLASTN 

g4097879 

47 

2.0e-17 

97 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41700 

LIB3139-107-P1-N1-B6 

BLASTN 

g3449329 

35 

4.0e-10 

75 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDH9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41701 

LIB3139-107-P1-N1-B7 

BLASTX 

g3687250 

157 

3.0e-13 

93 

44 

(AC005169) putative arginine n-methyltransf erase 
[Arabidopsis thaliana] 

41702 

LIB3139-107-P1-N1-C11 

BLASTN 

gl418126 

45 

4.0e-16 
85 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

Brassica napus mRNA for CTP :phosphocholine 
cyt idylyltransf erase , complete cds 

41703 

LIB3139-107-P1-N1-C5 

BLASTN 

g210811 

173 

2.0e-92 

365 

87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41704 

LIB3139-107-P1-N1-D11 

BLASTN 

g2072155 

157 

6.0e-83 

246 

90 

Neurospora crassa act in gene, complete cds 



41705 

LIB3139-107-P1-N1-E3 
BLASTX 
g731284 
226 

1.0e-18 
115 
43 

HYPOTHETICAL 75.2 KD PROTEIN IN ACS1-GCV3 INTERGENIC REGION 

>gi 1077482__pir S51971 probable membrane protein YAL048c - 

yeast (Saccharomyces cerevisiae) >gi__595536 (U12980) 
Yal048cp [Saccharomyces cerevisiae] 

Seq. No. 41706 

Seq. ID LIB3139-107-P1-N1-F6 

Method BLASTX 

NCBI GI g4097880 

BLAST score 441 

E value 8.0e-51 

Match length 131 

% identity 82 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 41707 

Seq. ID LIB3139-107-P1-N1-G11 

Method BLASTN 

NCBI GI g758249 

BLAST score 87 

E value 3.0e-41 

Match length 199 

% identity 86 

NCBI Description P. vulgaris mRNA for plasma membrane H+ ATPase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 
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o 



Seq. No. 


41708 


Seq. ID 


LIB3139-107-P1-N1-G5 


Method 


BLASTX 


NCBI GI 


g2341045 


BLAST score 


187 


Hi v axuc 


5. Oe-14 


L Id L Oil _Lt;iiy Uil 


114 


% identitv 


35 




(AC000104) F19P19.16 [Arabidopsis thaliana] 


Qpa. No. 


41709 


Seq. ID 


LIB3139-109-P1-N1-B12 


Method 


BLASTX 


NCBI GI 


g229707 


BLAST score 


521 


t? va 1 hp 

i_i V d _i- 


3.0e-53 




118 




83 


NPRT Dp^rri r»t i nn 


Bean pod mottle virus 


Seer* No. 


41710 


Sea. ID 


LIB3139-109-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


g4097880 


OLAOi o^ULC 


412 


Hi vai Lie 


1 . Oe-45 


ftA --\ 4— /-^f V> "1 q t"i /i 1 Vt 

lyiaLcn ±enguii 


ilO 


Sr i Hpnt i t* v 


74 




(ni()&6fc) nnl vnrof pin TBean ood mottle virus! 


Sea. No. 


41711 




LTB3139-109-P1-N1-F6 


Method 






rr?S074SS 

UZ, / *3u><^ 


"RT ZV^T Qrnrp 
r> i iH n i oowxc 


217 


P 1 np 
Hi v ui UC 


1. Oe-17 


Match length 


75 


% identity 


64 


NPRT Dp^priDtion 

W U -L !•/ \^ O J l_ k,/ 1— -J. 


FORMATE — TETRAHYDRO FOLATE LIGASE ( FORM YLTET RAH YDROFOLATE 


SYNTHETASE) (FHS) (FTHFS) >gi 322401 pir A43350 




formate — tetrahvdrof olate liaase (EC 6.3.4.3} - spinach 




>gi 170145 (M83940) 10-f ormyltetrahydrof olate synthetase 




rSni naria oleraceal 


Seq. No. 


41712 


Seq. ID 


LIB3139-109-P1-N1-G11 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


300 


E value 


3.0e-27 


Match length 


130 



% identity 54 

NCBI Description GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



6578 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41713 

LIB3139-109-P1-N1-G12 

BLASTN 

g210811 

195 

1.0e-105 

395 

87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41714 

LIB3139-109-P1-N1-H3 

BLASTN 

g210811 

157 

4.0e-83 

241 

91 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


41715 


Seq. ID 


LIB3139-110-P1-N1-A6 


Method 


DllAblJN 


NCBI GI 


gl4036 /4 


BLAST score 


103 


E value 


l . ue-ou 


Match length 


298 


% identity 


84 


NCBI Description 


Glycine max beta-1, 3- 


Seq. No. 


41716 


Seq. ID 


LIB3139-110-P1-N1-A7 


Method 


BLASTN 


NCBI GI 


g475601 


BLAST score 


33 


E value 


3.0e-09 


Match length 


64 


% identity 


97 


NCBI Description 


Glycine max Century \ 


Seq. No. 


41717 


Seq. ID 


LIB3139-110-P1-N1-B1 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


321 


E value 


9.0e-30 


Match length 


105 


% identity 


62 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


41718 


Seq. ID 


LIB3139-110-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


g4455364 



(SGN1) gene, complete cds 



84 BiP isoform A mRNA, complete cds 



6579 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



157 

2.0e-17 

98 
54 

(AL035524; 
thaliana] 



senescence-associated protein-like [Arabidopsis 



41719 

LIB3139-110-P1-N1-C9 

BLASTN 

g2444419 

80 

6.0e-37 

204 

85 

Glycine max ribosome-associated protein p40 mRNA, complete 
cds 

41720 

LIB3139-110-P1-N1-D12 

BLASTN 

g210811 

56 

1.0e-22 

256 
81 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41721 

LIB3139-110-P1-N1-F9 

BLASTN 

g4097879 

154 

4.0e-81 

333 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41722 

LIB3139-110-P1-N1-G7 

BLASTN 

g4097879 

172 

7.0e-92 

440 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41723 

LIB3139-110-P1-N1-H11 

BLASTX 

gl38364 

315 

2.0e-29 



6580 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



90 
64 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

41724 

LIB3139-111-P1-N1-D3 

BLASTN 

g4097879 

213 

1.0e-116 

421 
88 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41725 

LIB3139-111-P1-N1-D7 

BLASTN 

g210811 

145 

1.0e-75 

428 

84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41726 

LIB3139-111-P1-N1-E11 

BLASTX 

g544276 

438 

2.0e-43 

109 

76 

GLUTATHIONE- DEPENDENT FORMALDEHYDE DEHYDROGENASE (FDH) 

(FALDH) >gi_323017_pir JN0447 FDH1 protein - yeast 

(Candida maltosa) >gi_170871 (M58332) encoding formaldehyde 
resistance [Candida maltosa] 

41727 

LIB3139-111-P1-N1-F7 

BLASTX 

g2129709 

154 

5.0e-10 

101 

33 

reverse transcriptase - Arabidopsis thaliana 
retrotransposon Tall-1 >gi_976278 (L47193) reverse 
transcriptase [Arabidopsis thaliana] 

41728 

LIB3139-111-P1-N1-G12 
BLASTN 



6581 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2317899 
97 

3.0e-47 

316 

84 

Glycine max Sali3-2 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41729 

LIB3139-111-P1-N1-H9 

BLASTN 

g210811 

45 

2.0e-16 

138 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seer. No. 


41730 


Seq. ID 


LIB3139-112-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


a229707 


BLAST score 


170 


E value 


3.0e-12 


Match lenglSi 


41 


% identity 


78 


NCBI Description 


Bean pod mottle virus 


Sea No 


41731 


Sea ID 


LIB313 9-112 -P1-N1-D11 


Method 


BLASTN 


NCBI GI 


a4097879 


BLAST score 


169 


E value 


5.0e-90 


Match length 


480 


% identity 


85 


NCBI Description 


Bean pod mottle virus 




gene, complete cds 


Seq. No. 


41732 


Seq. ID 


LIB3139-112-P1-N1-D7 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


174 


E value 


5.0e-93 


Match length 


414 


% identity 


86 


N.CBI Description 


Bean pod mottle virus 




complete middle compoi 


Seq. No. 


41733 


Seq. ID 


LIB3139-112-P1-N1-E5 


Method 


BLASTN 


NCBI GI 


gl70065 


BLAST score 


178 


E value 


1.0e-95 


Match length 


281 



(M) RNA 



6582 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



16 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 

41734 

LIB3139-112-P1-N1-G11 

BLASTN 

g4204758 

460 

0.0e+00 

472 

100 

Glycine max peroxidase precursor (sEPal) mRNA, partial cds 
41735 

LIB3139-112-P1-N1-G6 

BLASTX 

g2226427 

337 

2.0e-31 

157 

47 

(Z97204) hypothetical protein [Schizosaccharomyces pombe] 
41736 

LIB3139-112-P1-N1-H5 

BLASTX 

g3258575 

263 

8.0e-23 

169 

45 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
41737 

LIB3139-113-P1-N1-B9 

BLASTX 

g229708 

185 

5.0e-14 

92 

46 

Bean pod mottle virus 
41738 

LIB3139-113-P1-N1-D11 

BLASTN 

g210811 

205 

l.Oe-111 

361 
89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41739 

LIB3139-113-P1-N1-D8 



6583 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl38364 

169 

4.0e-12 

84 

45 

GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN VP37; COAT 
PROTEIN VP23) >qi 75639 pir GNWXG7 genome polyprotein M - 
bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41740 

LIB3139-113-P1-N1-E2 

BLASTN 

g4097879 

81 

1.0e-37 

276 

83 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41741 

LIB3139-113-P1-N1-G1 

BLASTN 

g4097879 

153 

1.0e-80 

399 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41742 

LIB3139-113-P1-N1-G12 

BLASTN 

g210811 

90 

5.0e-43 

310 

83 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41743 

LIB3139-114-P1-N1-A10 

BLASTN 

g609224 

187 

1.0e-101 

327 

8 9 

P. sativum mRNA for SAMS-2 >gi_609558__gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 



41744 



6584 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3139-114-P1-N1-B4 
BLASTX 
g2501578 
167 

3.0e-12 

42 
79 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41745 

LIB3139-114-P1-N1-B5 

BLASTX 

gl38364 

142 

6.0e-09 

90 

26 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


41746 


Seq. ID 


LIB3139-114-P1-N1-B9 


Method 


BLASTX 


NCBI GI 


gl781330 


BLAST score 


183 


E value 


5.0e-14 


Match length 


76 


% identity 


49 


NCBI Description 


(Y10466) peroxidase 


Seq. No. 


41747 


Seq. ID 


LIB3139-114-P1-N1-D9 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


240 


E value 


1.0e-20 


Match length 


81 


% identity 


63 


NCBI Description 


GENOME POLYPROTEIN M 



ONTAINS: COAT PROTEIN VP37; COAT 

_ _ _pir GNWXG7 genome polyprotein I 

bean pod mottle virus (strain Kentucky G7 ) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41748 

LIB3139-114-P1-N1-F1 

BLASTX 

g2244872 

147 

1.0e-09 

41 

73 

(Z97338) hypothetical protein [Arabidopsis thaliana] 



6585 



Seq. No. 


41749 


Seq. ID 


LIB3139-114- 


Method 


BLASTX 


NCBI GI 


g4160280 


BLAST score 


707 


E value 


6.0e-75 


Match, lenath 


152 


% identity 


80 


NCBI Description 


(AJ006224) ] 


Seq. No. 


41750 


Sea ID 


LIB3139-114 


Method 


BLASTX 


NCBI GI 


g2642154 


BLAST score 


204 


E value 


6.0e-16 


Match length 


142 


% identity 


42 


NCBI Description 


(AC003000) 




>gi_3790595 




[Arabidopsi 


Seq. No. 


41751 


Seq. ID 


LIB3139-114 


Method 


BLASTX 


NCBI GI 


g282963 


BLAST score 


494 


E value 


5.0e-50 


Match length 


108 


% identity 


81 



purple acid phosphatase [Ipomoea batatas] 



unknown protein [Arabidopsis thaliana] 



-P1-N1-H8 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



transforming protein (myb) homolog {clone myb.Ph2) 
petunia >gi_20561_emb_CAA78387_ (Z13997) protein 2 
x hybrida] 



- garden 
[Petunia 



41752 

LIB3139-115-P1-N1-A12 

BLASTN 

g210811 

153 

1.0e-80 

341 

87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41753 

LIB3139-115-P1-N1-A5 

BLASTX 

g4512617 

171 

4.0e-12 

71 

54 

(AC004793) F28K20.16 [Arabidopsis thaliana] 



Seq. No. 



41754 



6586 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3139-115-P1-N1-A6 

BLASTN 

g4097879 

81 

1.0e-37 

181 
86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41755 

LIB3139-115-P1-N1-B4 

BLASTX 

gl38364 

325 

2.0e-30 

97 

69 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


41756 


Seq. ID 


LIB3139-115-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


433 


E value 


5.0e-43 


Match length 


101 


% identity 


82 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


41757 


Seq. ID 


LIB3139-115-P1-N1-D4 


Method 


BLASTX 


NCBI GI 


g!38364 


BLAST score 


372 


E value 


7.0e-45 


Match length 


138 


% identity 


73 


NCBI Description 


GENOME POLYPROTEIN M 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >giJ75639j?ir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

41758 

LIB3139-115-P1-N1-D5 

BLASTN 

g4138678 

136 

2.0e-70 

304 

86 

V.faba mRNA for amino acid transporter 



Seq. No. 



41759 



6587 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 



LIB3139-115-P1-N1-F5 

BLASTN 

g210811 

173 

2.0e-92 

317 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41760 

LIB3139-115-P1-N1-G6 

BLASTX 

g4097880 

175 

7.0e-13 

56 
64 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41761 

LIB3139-115-P1-N1-G9 

BLASTX 

g542157 

532 

2.0e-54 

121 

83 

ribosomal 5S RNA-binding protein - Rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41762 

LIB3139-115-P1-N1-H10 

BLASTX 

g!345933 

369 

2.0e-35 

115 

64 

CITRATE SYNTHASE, GLYOXYSOMAL PRECURSOR (GCS) 

>gi_1084323_pir S53007 citrate synthase - cucurbit 

>gi_975633_dbj_BAA07328_ (D38132) glyoxysomal citrate 
synthase [Cucurbita sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41763 

LIB3139-116-P1-N1-A1 

BLASTN 

g4097879 

116 

2.0e-58 

224 

88 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 
Seq. ID 
Method 



41764 

LIB3139-116-P1-N1-B1 
BLASTX 



6588 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g3204106 
243 

1.0e-20 
54 

(AJ006763) putative beta-amilase [Cicer arietmumj 
41765 

LIB3139-116-P1-N1-B12 

BLASTN 

g210811 

162 

7.0e-86 

382 
86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41766 

LIB3139-116-P1-N1-B2 

BLASTX 

g719291 

358 

4.0e-34 

104 

71 

(U19134) unknown [Arabidopsis thaliana] 

>gi_1095007_prf 2107236A SABRE gene [Arabidopsis thaliana] 

41767 

LIB3139-116-P1-N1-C12 

BLASTN 

g3334660 

387 

0.0e+00 

416 

99 

G.max mRNA for putative cytochrome P450, clone CP3 
41768 

LIB3139-116-P1-N1-C2 

BLASTX 

gl076389 

302 

9.0e-30 

87 

44 

protein phosphatase 2A pDFl - Arabidopsis thaliana 
>gi_683502_emb_CAA57528_ (X82002) protein phosphatase 2A 65 
kDa regulatory subunit [Arabidopsis thaliana] 

41769 

LIB3139-116-P1-N1-C7 

BLASTX 

g266945 

165 

1.0e-ll 



6589 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 
42 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi 100065_pir S19978 ribosomal protein L9 - garden pea 

>gi~20727_emb_CAA46273_ (X65155) GA [Pisum sativum] 
>gi~1279645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 

41770 

LIB3139-116-P1-N1-D4 

BLASTX 

g3947735 

192 

1.0e-14 

138 

33 

(AJ009720) NL27 [Solanum tuberosum] 
41771 

LIB3139-116-P1-N1-E12 

BLASTN 

g4097879 

84 

1.0e-39 

128 
91 

Bean pod mottle virus complete segment RNA1 polyprotem 
gene, complete cds 

41772 

LIB3139-116-P1-N1-E7 

BLASTN 

g20061 

134 

3.0e-69 
278 
87 

Oenothera elata subsp. 
inhibitor homologue 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



hookeri mRNA for protein kinase C 



41773 

LIB3139-116-P1-N1-E9 

BLASTN 

gl706955 

35 

4.0e-10 

121 

88 

Gossypium hirsutum cellulose synthase (celAl) mRNA, 
complete cds 

41774 

LIB3139-116-P1-N1-F3 

BLASTX 

g3914019 

374 

5.0e-36 



6590 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 . 
81 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOS YLTRANSFERASE ) (ADOMET SYNTHETASE) >gi_2305014 
(AF004317) S-adenosyl-L-methionine synthetase homolog [Mus 
acuminata] 

41775 

LIB3139-116-P1-N1-F4 

BLASTN 

g210811 

173 

2.0e-92 

316 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41776 

LIB3139-116-P1-N1-G11 

BLASTX 

g2149127 

188 

3.0e-14 

102 

39 

(U81293) UDP-glucose : indole-3-acetate 
beta-D-glucosyltransf erase [Arabidopsis thaliana] 

41777 

LIB3139-116-P1-N1-G4 

BLASTX 

g!38364 

556 

3.0e-57 

132 

85 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

41778 

LIB3139-116-P1-N1-G7 

BLASTN 

g3264758 

46 

5.0e-17 
65 
92 

Prunus armeniaca 4 OS ribosomal protein 
complete cds 



S8 (RPS8) mRNA, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



41779 

LIB3139-117-P1-N1-A11 

BLASTN 

g4097879 



6591 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 

3.0e-50 

214 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41780 

LIB3139-117-P1-N1-A12 

BLASTN 

g532700 

35 

1.0e-10 

44 

93 

Glycine max clone GMFP1 isoprenylated protein mRNA, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41781 

LIB3139-117-P1-N1-A3 

BLASTN 

g210811 

150 

7.0e-79 

261 

90 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41782 

LIB3139-117-P1-N1-B4 

BLASTN 

g4097879 

117 

3.0e-59 

305 

85 

Bean pod mottle virus complete segment RNAl polyprotein 
gene, complete cds 

41783 

LIB3139-117-P1-N1-B8 

BLASTX 

g!922242 

200 

9.0e-16 

58 
64 

- (Y10084) hypothetical protein [Arabidopsis thaliana] 
41784 

LIB3139-117-P1-N1-C6 

BLASTN 

gl675195 

100 

5.0e-49 
186 



6592 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(I 



89 

Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 

41785 

LIB3139-117-P1-N1-D11 

BLASTX 

g4127660 

190 

7.0e-15 

46 

67 

(Y11124) invertase [Cichorium intybus] 



41786 

LIB3139-117- 
BLASTN 
gl944341 
82 

2.0e-38 

137 

91 

Glycine max 
cds 



P1-N1-D4 



DNA for cysteine proteinase inhibitor, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



41787 

LIB3139-117-P1-N1-D7 

BLASTX 

g3024764 

204 

4.0e-16 

116 

45 

UBIQUITIN CARBOXYL- TERMINAL HYDROLASE T (UBIQUITIN 
THIOLESTERASE T) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE T) 

(DEUBIQUITINATING ENZYME T) (ISOPEPTIDASE T) >gi_3287373 

(AC002397) ISOT [Mus musculus] 

41788 

LIB3139-117-P1-N1-E10 

BLASTX 

g2500347 

136 

1.0e-08 

58 

55 

NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG 

>gi_3878 691_emb_CAA90127_ (Z4 9911) similar to ribosomal 
protein (L7AE family); cDNA EST EMBL:D73957 comes from this 
gene; cDNA EST EMBL:D71298 comes from this gene; cDNA EST 
EMBL:D74077 comes from this gene; cDNA EST EMBL:D71393 
comes from this gene; cD 

41789 

LIB3139-117-P1-N1-E3 

BLASTX 

gl495804 



6593 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



356 

4.0e-34 

96 

67 

(X96406) 13-lipoxygenase [Solanum tuberosum] 
41790 

LIB3139-117-P1-N1-F4 

BLASTX 

g3355486 

295 

9.0e-27 

97 

57 

(AC004218) unknown protein [Arabidopsis thaliana] 
41791 

LIB3139-117-P1-N1-F8 

BLASTN 

g4115338 

175 

9.0e-94 

309 

20 

Pisum sativum (Alaska) ubuquitin (PUB4) gene, complete cds 
41792 

LIB3139-117-P1-N1-G2 

BLASTN 

gl48682 

136 

2.0e-70 

196 

92 

Frankia sp. 5S, 16S, and 23S ribosomal RNA genes, complete 
sequences 

41793 

LIB3139-117-P1-N1-H5 

BLASTX 

g4097880 

281 

4.0e-25 

104 

59 

(U70866) polyprotein [Bean pod mottle virus] 
41794 

LIB3139-118-P1-N1-A8 

BLASTN 

g643454 

101 

1.0e-49 

241 

93 

Aureobasidium pullulans translation elongation factor 
1-alpha (tefl) gene, complete cds 



6594 



CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41795 

LIB3139-118-P1-N1-C12 

BLASTN 

g210811 

86 

9.0e-41 

162 

89 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



41796 

LIB3139-118-P1-N1-C2 

BLASTN 

g210811 

169 

4.0e-90 

325 

88 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



41797 

LIB3139-118-P1-N1-D1 

BLASTX 

g!170936 

278 

7.0e-25 

72 

76 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_10844 06_pir S46538 methionine adenosyltransferase (EC 

2.5.1.6) - tomato >gi_429104_emb_CAA80865_ (Z24741) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41798 

LIB3139-118-P1-N1-D6 

BLASTX 

g3249084 

216 

1.0e-17 

62 

60 

(AC004473) Similar to red-1 (related to thioredoxin) 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 

41799 

LIB3139-118-P1-N1-E10 

BLASTX 

g2981202 

345 

1.0e-32 
96 



gene 



6595 



% identity 

NCBI Description 



72 

(AF050672) ribosomal protein L13E [Candida albicans] 
>gi_3859691_emb_CAA21966_ (AL0334 97) ribosomal protein L13e 
[Candida albicans] >gi_4098854 (U80854) ribosomal protein 
L13 [Candida albicans] 



Seq. No. 


41800 


Seq. ID 


LIB3139-118-P1-N1-F4 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


184 


E value 


4. Oe-99 


Match length 


351 


% identity 


88 


NCBI Description 


Bean pod mottle virus coat protein gene, complete cds, 




complete middle component (M) RNA 


Seq. No. 


41801 


Seq. ID 


LIB3139-118-P1-N1-H7 


Method 


BLASTN 


NCBI GI 


gl518539 


BLAST score 


340 


E value 


0 . 0e+00 


Match length 


379 


% identity 


97 


NCBI Description 


Glycine max UDP-glucose dehydrogenase mRNA, complete cds 


Seq. No. 


41802 


Sea. ID 


LIB3139-119-P1-N1-A12 


Method 


BLASTN 


NCBI GI 


g662929 


BLAST score 


39 


E value 


1.0e-12 


Match length 


99 


% identity 


85 


NCBI Description 


G.max mRNA for heat shock transcription factor 


Seq. No. 


41803 


Seq. ID 


LIB3139-119-P1-N1-D8 


Method 


BLASTX 


NCBI GI 


a3193296 


BLAST score 


274 


E value 


2. Oe-24 


Match length 


109 


% identity 


56 


NCBI Description 


(AF069298) similar to pectinesterase [Arabidopsis thaliana] 


Seq. No. 


41804 


Seq. ID 


LIB3139-119-P1-N1-F11 


Method 


BLASTX 


NCBI GI 


g2583132 


BLAST score 


324 


E value 


4.0e-30 


Match length 


112 


% identity 


55 


NCBI Description 


(AC002387) unknown protein [Arabidopsis thaliana] 



6596 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
, NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41805 

LIB3139-119-P1-N1-G6 

BLASTX 

g4097880 

233 

3.0e-22 

73 

81 

(U70866) polyprotein [Bean pod mottle virus] 
41806 

LIB3139-120-P1-N1-A5 

BLASTN 

gl680711 

176 

2.0e-94 

212 

96 

Glycine max gamma glutamyl hydrolase mRNA, complete cds 
41807 

LIB3139-120-P1-N1-B4 

BLASTX 

g464734 

147 

1.0e-09 

60 

57 

ADENOSYLHOMOCYSTEINASE ( S-ADENOS YL-L-HOMOCYSTEINE 

HYDROLASE) (ADOHCYASE) >gi_481237 _pir S38379 

adenosylhomocysteinase (EC 3.3.1.1) - Madagascar periwinkle 
>gi_407412__emb_CAA81527_ (Z26881) S-adenosyl-L-homocysteine 
hydrolase [Catharanthus roseus] 

41808 

LIB3139-120-P1-N1-C10 

BLASTX 

g4097880 

202 

6.0e-16 

93 
40 

(U70866) polyprotein [Bean pod mottle virus] 
41809 

LIB3139-120-P1-N1-C11 

BLASTX 

g!172995 

280 

6.0e-25 
107 
56 

60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir 
protein L22 - rat >gi_710295_emb_CAA55204 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 



S52084 ribosomal 
(X78444) 



6597 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41810 

LIB3139-120-P1-N1-C12 

BLASTN 

g4097879 

32 

1.0e-08 

60 
88 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

41811 

LIB3139-120-P1-N1-C8 

BLASTX 

g4097880 

282 

9.0e-26 

61 

90 

(U70866) polyprotein [Bean pod mottle virus] 
41812 

LIB3139-120-P1-N1-D6 

BLASTN 

g4097879 

63 

6.0e-27 

143 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41813 

LIB3139-120-P1-N1-D7 

BLASTX 

gl742955 

389 

7.0e-38 

91 

80 

(Z7144 6) CLC-b chloride channel protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41814 

LIB3139-120-P1-N1-E5 

BLASTX 

g2832661 

229 

5.0e-19 

82 

56 

(AL021710) pherophorin - like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



41815 

LIB3139-120-P1-N1-G12 



6598 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g210811 

99 

2.0e-48 

255 
85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41816 

LIB3139-I20-P1-N1-H5 

BLASTX 

gl38364 

255 

2.0e-22 

76 

71 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_2 10812 
(M62738) coat protein [Bean pod mottle virus] 

41817 

LIB3139-121-P1-N1-C11 

BLASTX 

g3860272 

249 

2.0e-21 

109 

61 

(AC005824) putative suppressor protein [Arabidopsxs 
thaliana] >gi_4314399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

41818 

LIB3139-121-P1-N1-D4 

BLASTX 

gl709798 

567 

1.0e-58 

111 

99 

26S PROTEASE REGULATORY SUBUNIT 6B HOMOLOG >gi_1155334 
(U43398) POTATP1 [Solanum tuberosum] 



Seq. No. 


41819 


Seq. ID 


LIB3139-121 


Method 


BLASTN 


NCBI GI 


gl208536 


BLAST score 


49 


E value 


1.0e-18 


Match length 


77 


% identity 


91 



NCBI Description 



mRNA, complete cds 



Seq. No. 



41820 



6599 



Seq. ID 


LIB3139-121-P1-N1-H8 


Method 


BLASTN 


NCBI GI 


gl778375 


BLAST score 


37 


Hi V CL _L U.C 


2.0e-ll 




85 




86 


NCBI Description 


Pisum sativum PsRT17- 


Qprr Mrs 


41821 


Seq. ID 


LIB3139-122-P1-N1-B1 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


281 


£j V C1J.UC 


1 . Oe-157 




333 


X) X\JXJIi L. JL l. _y 


25 


KffRT Dp^rrintion 


Glycine max gene for 


Qprj Ma 


41822 


Seq. ID 


LIB3139-122-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


g4406820 




212 


E value 


1.0e-17 


Match length 


56 


% identity 


73 


NCBI Description 


(AC006201) putative 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41823 

LIB3139-122-P1-N1-C10 

BLASTX 

g4006873 

368 

3.0e-35 

132 

45 

(Z99707) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41824 

LIB3139-122-P1-N1-C11 

BLASTX 

g3249084 

166 

9.0e-12 

68 

18 

(AC004473) Similar to red-1 (related to thioredoxin) 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 



gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



41825 

LIB3139-122-P1-N1-C3 

BLASTX 

g2501494 

150 



6600 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



1.0e-09 

115 

30 

FLAVONOL 3-O-GLUCOSYLTRANSFERASE 5 (UDP-GLUCOSE FLAVONOID 

3-O-GLUCOSYLTRANSFERASE 5) >gi_542015_pir S41951 

UTP-glucose glucosyltransferase - cassava 
>gi_45324 9_emb_CAA54612__ (X77462) UTP-glucose 
glucosyltransferase [Manihot esculenta] 

41826 

LIB3139-122-P1-N1-C5 

BLASTN 

g210811 

191 

1.0e-103 

363 
88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41827 

LIB3139-122-P1-N1-E2 

BLASTN 

g210811 

117 

4.0e-59 

303 

85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41828 

LIB3139-122-P1-N1-E4 

BLASTX 

g4335771 

184 

4.0e-14 

83 
53 

(AC006284) unknown protein [Arabidopsis thaliana] 
41829 

LIB3139-122-P1-N1-F6 

BLASTN 

g210811 

121 

2.0e-61 

241 
88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

41830 

LIB3139-122-P1-N1-F9 

BLASTX 

gl38364 

582 



6601 



E value 
Match length 
% identity 
NCBI Description 



II 



2.0e-60 

137 

86 

GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


41831 


Seq. ID 


LIB3139-122-P1-N1-G6 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


268 


E value 


1.0e-149 


Match length 


348 


% identity 


94 


NCBI Description 


Glycine max cationic peroxidase 2 (Prx2) ] 


Seq. No. 


41832 


Seq. ID 


LIB3167-002-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2244885 


BLAST score 


232 


E value 


2.0e-19 


Match length 


124 


% identity 


40 


NCBI Description 


(Z97338) strong similarity to UTP-glucose 




glucosyltransf erase [Arabidopsis thaliana 


Seq. No. 


41833 


Seq. ID 


LIB3167-002-Q1-K1-C3 


Method 


BLASTN 


NCBI GI 


g310575 


BLAST score 


89 


E value 


2.0e-42 


Match length 


255 


% identity 


87 


NCBI Description 


Glvcine max nodulin— 26 mRNA. comnlptp rd<? 


Seq. No. 


41834 


Sea ID 


LIB3167-002-O1-K1-D11 


Method 


BLASTN 


NCBI GI 


gl69897 


BLAST score 


34 


E value 


1.0e-09 


Match length 


133 


% identity 


82 


NCBI Description 


G.max 28 kDa protein, complete cds 


Seq. No. 


41835 


Seq. ID 


LIB3167-002-Q1-K1-D5 


Method 


BLASTN 


NCBI GI 


g403326 


BLAST score 


68 


E value 


7.0e-30 


Match length 


136 


% identity 


88 



mRNA, complete cds 



6602 



NCBI Description T.repens TrMTIA mRNA for metallothionein-like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41836 

LIB3167-002-Q1-K1-D9 

BLASTX 

g4337200 

344 

1.0e-32 

102 

60 

(AC006403) putative NAM protein [Arabidopsis thaliana] 
41837 

LIB3167-002-Q1-K1-H10 

BLASTX 

g584929 

149 

6.0e-10 

70 
37 

BASIC ENDOCHI T INASE CHB4 PRECURSOR >gi_177 99_emb_CAA43708_ 
(X61488) chitinase [Brassica napus] 

41838 

LIB3167-002-Q1-K1-H4 

BLASTX 

g4033429 

291 

2.0e-26 

87 

67 

PYRUVATE KINASE (PK) >gi_2854033 (AF043910) pyruvate kinase 
[Eimeria tenella] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41839 

LIB3167-004-P1-K1-A4 

BLASTX 

g4512651 

170 

4.0e-12 

95 
39 

(AC007048) putative tyrosine transaminase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41840 

LIB3167-004-P1-K1-A5 

BLASTN 

g399619 

35 

4.0e-10 

59 
90 

Lycopersicon esculentum (DB164) me loidogyne- induced giant 
cell protein mRNA, 3 1 end 



Seq. No. 



41841 



6603 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3167-004-P1-K1-C10 

BLASTX 

gl655679 

198 

2.0e-15 

92 
58 

(X96386) 3-hydroxy-3-methylglutaryl-CoA-synthase [Pinus 
sylvestris] 

41842 

LIB3167-004-P1-K1-C2 

BLASTX 

g3913641 

153 

2.0e-10 

49 

69 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
1-PHOSPHOHYDROLASE) (FBPASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41843 

LIB3167-004-P1-K1-D1 

BLASTX 

g2764941 

156 

2.0e-10 

74 

42 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description* 



41844 

LIB3167-004-P1-K1-D5 

BLASTX 

g2494275 

152 

2.0e-10 

73 

42 

ELONGATION FACTOR P (EF-P) >gi_1399829 (U59235) elongation 
factor P [Synechococcus PCC7942] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41845 

LIB3167-004-P1-K1-H5 

BLASTX 

gl458228 

239 

4.0e-20 

109 

48 

(U63329) mutY homolog [Homo sapiens] 



Seq. No. 



41846 



6604 



II 



Seq. ID 


LIB3167-010-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3947725 


BLAST score 


145 - 


E value 


4.0e-09 


Match length 


61 


% identity 


57 


NCBI Description 


(AJ012656) ribosomal protein S28 [Prunus persica] 


Seq. No. 


41847 


Seq. ID 


LIB3167-010-P1-K1-B2 


Method 


BLASTN 


NCBI GI 


g!8551 


BLAST score 


55 


E value 


3.0e-22 


Match length 


134 


% identity 


92 


NCBI Description 


Soybean Cab3 gene for PSII LHCII chlorophyll a/b bind. 




protein 


Seq. No. 


41848 


Seq. ID 


LIB3167-010-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g4056477 


BLAST score 


355 


E value 


9.0e-34 


Match length 


81 


% identity 


45 


NCBI Description 


(AC005896) putative RNA binding protein [Arabidopsis 




thaliana] 


Seq. No. 


41849 


Seq. ID 


LIB3167-010-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2286153 


BLAST score 


227 


E value 


3.0e-19 


Match length 


67 


% identity 


72 


NCBI Description 


(AF007581) cytoplasmic malate dehydrogenase [Zea iaays 


Sea. No. 


41850 


Seq. ID 


LIB3167-010-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3335359 


BLAST score 


308 


E value 


3.0e-28 


Match length 


122 


% identity 


58 


NCBI Description 


(AC003028) unknown protein [Arabidopsis thaliana] 


Seq. No. 


41851 


Seq. ID 


LIB3167-010-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl351033 


BLAST score 


153 


E value 


7.0e-17 



6605 



© 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



79 
62 

STEM 31 KD GLYCOPROTEIN PRECURSOR 
PROTEIN VSP25) >gi_170088 (M20037) 
protein [Glycine max] 

41852 

LIB3167-010-P1-K1-G7 
BLASTX 



(VEGETATIVE STORAGE 
vegetative storage 



NCBI GI 


g2499967 


BLAST score 


209 


E value 


1. Oe-16 


Match length 


99 


% identity 


53 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV B PRECURSOR (PSI- 




B) >gi 632724 bbs 151002 (S72358) photosystem I subunit 




P5-5T— F f NH pot i 3Ti3 ^vl vp^Iti ^ 1 p^vps Ppnf n Hp Ph 1 nrnn 1 3 <3i~ 




143 rifi 1 TNl* POt 1 r371r3 ^ V 1 VP t T* 1 <=? 1 


O C . Vi \J . 


41 ft S3 

*± X O «J .J 


Spa TO 


LTR31 67-f)1 0-P1 -K1 -HI ? 


Method 


BLASTX 


NCBI GI 


g2505874 


BLAST score 


269 


E value 


1. Oe-23 


Match length 


72 


% identity 


76 


NCBI Description 


f Y1 011 £\\ Tint* *i *^7^ Vi na^p rz\T"aV*i"i Hr>nQ tha 1 i sna 1 
\ x x t. i > \j } kyui.uciL.xvc~: A±iiaoc [niaJJiuu^oio UilcLXXcliicL J 


Cppr Kin 


41 ft ^4 


Sea ID 


LIB3167-013-P1-K1-A12 


Method 


RT.A^TX 


NCBI 


al 9 9R67 


BLAST score 


121 


E value 


9. Oe-14 


Match length 


79 


% identity 


62 


NCBI Description 


CYTOCHROME B6-F COMPLEX SUBUNIT 4 M7 KD POTiYPFPTTDFl 




>ai 2924273 emb CAA77425 (Z00044} pvtnphrome b/f romnl ex 




^nhnni t T\7 r KM pnt i a "n a hahapnml 

O UXJ LLilX L, XV [U±uU L. J.allCl L-CtUCtO LULL J 


Sea No 


41855 


Sea ID 


T.TR31 67-01 3-P1 -K"1 -D4 

JJlOJlU / U 1 J IT X L\-L L/*i 


Method 


BLASTN 


NCBI GI 


gl9701 


BLAST score 


38 


E value 


4.0e-12 


Match length 


58 


% identity 


91 


NCBI Description 


N.plumbaginifolia mRNA NeIF-5A2 for initiation factor 5A(2 


Seq. No. 


41856 


Seq. ID 


LIB3167-013-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


302 


E value 


1.0e-169 



6606 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

377 
95 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

41857 

LIB3167-013-P1-K1-F11 

BLASTX 

gl32086 

136 

6.0e-ll 

74 

61 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1 PRECURSOR 

(RUBISCO SMALL SUBUNIT 1) >gi_68053_pir RKSYS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor SRS1 - soybean >gi_18742_emb_CAA23736_ (V00458) 
rubpcase [Glycine max] 

41858 

LIB3167-013-P1-K1-G6 

BLASTX 

gll70568 

205 

2.0e-16 

62 

63 

MYO-IN0SITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_2147316_pir S60302 D-myo-inositol-3-phosphate synthase 

(EC 5.5.1.4) - Spirodela polyrrhiza 
>gi_558648_emb_CAA77751_ (Z11693) 

D-myo-inositol-3-phosphate synthase [Spirodela polyrrhiza] 



Seq. No. 


41859 


Seq. ID 


LIB3167-017-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4469005 


BLAST score 


190 


E value 


2.0e-14 


Match length 


67 


% identity 


48 


NCBI Description 


(AL035602) hypothetical protein 


Seq. No. 


41860 


Seq. ID 


LIB3167-017-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g282994 


BLAST score 


189 


E value 


3.0e-14 


Match length 


95 


% identity 


45 


NCBI Description 


Sipl protein - barley >gi 167100 




protein [Hordeum vulgare] 


Seq. No. 


41861 


Seq. ID 


LIB3167-017-P1-K1-E5 


Method 


BLASTX 



(M77475) seed imbibition 



6607 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



g3834310 
236 

3.0e-20 

54 

85 

(AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 



Sea No. 


41862 


Seq. ID 


LIB3167-017-P1-K1-F4 


X X X\y\^L 


BLASTX 


NCBI GI 


gl228074 


BLAST score 


180 


E value 


9. Oe-14 


Lid U i _L C-liy 


51 




78 


NCBI Description 


(X95763) histone h2a homologue [Allium 


• L\KJ • 


41863 


Sea. ID 


LIB3167-017-P1-K1-F5 


Method 


BLASTN 


NfRT GI 


a20657 


BLAST score 


50 


E value 


4.0e-19 


Liu LOil XCil 1 ^ Ull 


113 




87 




P Qp-hivnTn PsTn TT ctptip for chloroDhvll a 

JT * OCl L J. V LULL \*rCLXJ XX y X V_/X l-XlX wx J — l. 


Qprf Wo 


41864 




LIB3 167-0 17 -P1-K1-G2 

J_J _X- *»J .X. v r v/ -X. f X. -X> 1VX> 


X Xt> XXV^/ 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


213 


E value 


1.0e-116 


M^1~pVi 1 pnn1~h) 

1 id U. <wl 1 XdJLV-Jt_.il 


249 


O Xv_10.il l <-_y 


97 


TCffRT n^Qpyi T~)f~ i on 


fil vrinp max vpaptative storaae orotein 




rrvmnl pfp pHs 


oeq. iNu • 




Seq. ID 


LIB3167-017-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


gll65321 


BLAST score 


111 


E value 


2.0e-55 


Match length 


292 


% identity 


16 


NCBI Description 


Glycine max extensin (SbHRGP3) gene, co 


Seq. No. 


41866 


Seq. ID 


LIB3167-017-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g296444 


BLAST score 


181 


E value 


2.0e-97 



complete cds 



6608 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



237 
94 

G.max ADR 6 mRNA 
41867 

LIB3167-019-P1-K1-A1 

BLASTN 

g4098966 

33 

6.0e-09 

33 

100 

Glycine max putative reistance gene analog genomic sequence 
41868 

LIB3167-019-P1-K1-F7 

BLASTN 

gl262439 

396 

0.0e+00 

396 

100 

Glycine max lipoxygenase (vlxC) mRNA, complete cds 
41869 

LIB3167-019-P1-K1-H1 

BLASTX 

gl619300 

238 

5.0e-20 

58 

72 

(X95269) LRR protein [Lycopersicon esculentum] 
41870 

LIB3167-019-P1-K1-H8 

BLASTX 

g567893 

164 

2.0e-ll 

70 

47 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 

41871 

LIB3167-023-P4-K4-A8 

BLASTN 

gl277165 

155 

1.0e-81 

187 

96 

Glycine max cysteine proteinase inhibitor mRNA, partial cds 
41872 

LIB3167-023-P4-K4-C10 



6609 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3212867 

201 

5.0e-16 

71 
58 

(AC004005) 



unknown protein [Arabidopsis thaliana] 



41873 

LIB3167-023-P4-K4-D5 

BLASTX 

g4204306 

139 

5.0e-09 

42 
74 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



beq. no. 


A 1 Q *7 A 

410/4 


Seq. ID 


T TOOT Cn rtOO Ti A V A V\H 


1WI/T^4" r\ f\ 

ixie luOu 


£3J_>iiO 1 IN 




gooz i / o u 


BLAST score 


35 


E value 


2.0e-10 


Match length 


A Q 
4 0 


% identity 


A Q 

4o 


NCBI Description 


Xenopus laevis cDNA clone 27A6 


Seq. No. 


A 1 O *7 C 

41b / 0 


Seq. ID 


LIBolo /-(J2o-P4-K4-Go 


Method 


OT 7\ OTV 


IN O J. *0 -L 


y z. o ^ _? .7 


BLAST score 


244 


E value 


1.0e-20 


Match length 


112 


% identity 


53 


NCBI Description 


carbonate dehydratase (EC 4.2. 


Seq. No. 


41876 


Seq. ID 


LIB3167-027-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4508078 


BLAST score 


203 


E value 


5.0e-16 


Match length 


74 


% identity 


59 


NCBI Description 


(AC005882) 64134 [Arabidopsis 


Seq. No. 


41877 


Seq. ID 


LIB3167-027-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


gl8644 


BLAST score 


347 


E value 


0.0e+00 


Match length 


359 


% identity 


99 



- garden pea 



6610 



NCBI Description Soybean mRNA for HMG-1 like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score • 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



41878 

LIB3167-027-P1-K1-C7 

BLASTX 

g3152731 

226 

9.0e-19 

86 
56 

(AF056325) 
vulgare] 



myo-inositol 1-phosphate synthase; IN01 [Hordeum 



41879 

LIB3167-027-P1-K1-D12 

BLASTN 

gl055367 

61 

7.0e-26 

65 

98 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

41880 

LIB3167-027-P1-K1-F2 

BLASTX 

g3776031 

548 

2.0e-56 

122 
86 

(AJ010477) RNA helicase [Arabidopsis thaliana] 
41881 

LIB3167-027-P1-K1-F6 

BLASTX 

gl30011 

156 

5.0e-ll 

73 

45 

LEUCOAGGLUT INAT I NG PHYTOHEMAGGLUTININ PRECURSOR (PHA-L) 

>gi_81879_pir A25701 phytohemagglutinin chain L precursor 

- kidney bean >gi_21023_emb_CAA28362_ (X04659) precursor 
polypeptide (AA -21 to 252) [Phaseolus vulgaris] 

>gi_225351_prf 1301226A phytohemagglutinin [Phaseolus 

vulgaris] 

41882 

LIB3167-027-P1-K1-H11 

BLASTN 

g!69974 

154 

2.0e-81 

278 

90 



6611 



# 



NCBI Description Glycine max vspA gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41883 

LIB3167-027-P1-K1-H8 

BLASTN 

g2055227 

232 

1.0e-128 

324 
100 

Glycine max mRNA for SRC1, complete cds 
41884 

LIB3167-027-P1-K1-H9 

BLASTX 

g4415912 

288 

6.0e-26 

77 

70 

(AC006282) putative protease [Arabidopsis thaliana] 
41885 

LIB3167-029-P1-K1-A11 

BLASTN 

g871769 

42 

1.0e-14 

59 
7 

V.unguiculata mRNA for glycin-rich protein 
41886 

LIB3167-029-P1-K1-B12 

BLASTX 

g4325371 

293 

1.0e-26 

74 

74 

(AF128396) contains similarity to Medicago truncatula N7 
protein (GB:Y17613) [Arabidopsis thaliana] 

41887 

LIB3167-029-P1-K1-D10 

BLASTX 

gl29915 

203 

5.0e-16 

74 

61 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 

>gi_66912_pir TVWTGC phosphoglycerate kinase (EC 2.7.2.3) 

precursor, chloroplast - wheat >gi_21833_emb__CAA33303_ 
(X15233) phosphoglycerate kinase (AA 1 - 480) [Triticum 
aestivum] >gi_3293043_emb_CAA51931_ (X73528) 
phosphoglycerate kinase [Triticum aestivum] 



6612 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41888 

LIB3167-029-P1-K1-D8 

BLASTX 

g3334150 

250 

2.0e-21 

102 

57 

MAGNES I UM- CHELAT AS E SUBUNIT CHLI PRECURSOR 

( MG- PROTOPORPHYRIN IX CHELAT AS E) >gi_2129847_pir JC4312 

chlorophyll magnesium chelatase (EC 4.99.-.-) - soybean 
chloroplast >gi_1732469_dbj_BAA08291__ (D45857) Mg chelatase 
subunit (46 kD) [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41889 

LIB3167-029-P1-K1-F3 

BLASTN 

g534971 

233 

1.0e-128 

329 

93 

V.faba (var. minor) mRNA for alpha 1,4-glucan phosphorylase 
L isoform 



Seq. No. 


41890 


Seq. ID 


LIB3167-029-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl916809 


BLAST score 


319 


E value 


1.0e-29 


Match length 


103 


% identity 


60 


NCBI Description 


(U81163) auxin-binding protein [Prunus persica] 


Seq. No. 


41891 


Seq. ID 


LIB3167-029-P1-K1-G1 


Method 


BLASTN 


NCBI GI 


gl399306 


BLAST score 


190 


E value 


1.0e-103 


Match length 


238 


% identity 


95 


NCBI Description 


Glycine max phosphoinositide-specif ic phospholipase 




mRNA, complete cds 


Seq. No. 


41892 


Seq. ID 


LIB3167-029-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


156 


E value 


2.0e-82 


Match length 


272 


% identity 


90 


NCBI Description 


Glycine max vegetative storage protein (vspB) gene, 




complete cds 



6613 



o 



Seq. No. ~ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41893 

LIB3167-029-P1-K1-H8 

BLASTX 

g2764941 

147 

2.0e-09 

60 

50 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41894 

LIB3167-031-P1-K1-A10 

BLASTX 

g2435517 

175 

1.0e-12 

74 

50 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41895 

LIB3167-031-P1-K1-A6 

BLASTN 

g2160155 

40 

4.0e-13 

76 

88 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41896 

LIB3167-031-P1-K1-A9 

BLASTN 

g3510347 

37 

2.0e-ll 

117 
83 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJ11, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41897 

LIB3167-031-P1-K1-B9 

BLASTN 

gl70087 

47 

2.0e-17 

121 

87 

G.max vegetative storage protein mRNA (VSP25 gene) 



Seq. No. 



41898 



6614 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3167-031-P1-K1-C7 

BLASTX 

g2582822 

235 

1.0e-19 

66 

67 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41899 

LIB3167-031-P1-K1-E1 

BLASTX 

g2342727 

381 

9.0e-37 

130 

58 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
41900 

LIB3167-031-P1-K1-E2 

BLASTX 

g2340166 

468 

6.0e-47 

141 

63 

(AF008124) glutathione S-conjugate transporting ATPase 
[Arabidopsis thaliana] >gi_2459949 (AF008125) multidrug 

resistance-associated protein homolog [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41901 

LIB3167-031-P1-K1-F4 

BLASTX 

g2293301 

145 

5.0e-09 

72 

44 

(AF008220) YtqB [Bacillus subtilis] 

>gi_2635533_emb_CAB15027_ (Z99119) ytqB [Bacillus subtilis] 
41902 

LIB3167-037-P1-K1-C5 

BLASTX 

g2129636 

148 

1.0e-09 
109 
36 

lipase - Arabidopsis thaliana >gi_1145627 
[Arabidopsis thaliana] 



(U38916) lipase 



Seq. No. 
Seq. ID 



41903 

LIB3167-037-P1-K1-E12 



6615 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4432840 

190 

3.0e-14 

97 

39 

(AC006283) 



unknown protein [Arabidopsis thaliana] 



41904 

LIB3167-038-P1-K1-B12 

BLASTN 

g2689634 

56 

6.0e-23 

176 

81 

Expression vector pESP-3, complete sequence 



41905 

LIB3167-038-P1-K1-C7 

BLASTN 

g!262439 

44 

1.0e-15 

222 
74 

Glycine max lipoxygenase (vlxC) 



mRNA, complete cds 



41906 

LIB3167-038-P1-K1-D6 

BLASTN 

gl055367 

84 

2.0e-39 

353 
76 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

41907 

LIB3167-038-P1-K1-E10 

BLASTX 

gl483218 

140 

1.0e-08 

71 

44 

(X99793) induced upon wounding stress [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41908 

LIB3167-038-P1-K1-F4 

BLASTN 

gl8725 

110 

7.0e-55 
229 



6616 



© 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

Soybean (G. max) mRNA for proliferating cell nuclear 
antigen (PCNA) , partial 

41909 

LIB3167-038-P1-K1-G10 

BLASTX 

g3334113 

141 

7.0e-09 

86 

42 

AC YL-COA- BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

41910 

LIB3167-042-P1-K1-H6 

BLASTN 

g!055367 

403 

0.0e+00 

435 

98 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

41911 

LIB3167-04 9-P1-K1-B12 

BLASTX 

gl00347 

439 

2.0e-43 

150 

57 

monosaccharide transport protein MST1 - common tobacco 
>gi_19885_emb__CAA47324_ (X66856) monosaccharid transporter 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41912 

LIB3167-049-P1-K1-B4 

BLASTX 

g2506211 

306 

5.0e-28 

115 

54 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) (VAA3-1) >gi_849136 (U26709) vacuolar H+-ATPase 
subunit A [Vigna radiata] 

41913 

LIB3167-04 9-P1-K1-B7 

BLASTN 

g217868 

335 

0.0e+00 
471 



6617 




3; i Hont i t v 


93 




Arabidopsis thaliana mRNA for putative transmenbrane 




channel protein 


O e vJ • LN ^ • 


41914 


Sea ID 


LIB3167-049-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2245006 


BLAST score 


139 


E value 


1.0e-08 


Matrh Ipnoth 

J. -LCI vll iCliy vll 


52 


& "i Hon t* itv 


58 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 


Qprr No 


41915 


Seq. ID 


LIB3167-049-P1-K1-C12 


MofhoH 


BLASTN 


NCBI GI 


g!9655 


BLAST score 


59 


R V3 1 IIP 

Hi VCX.JL 


1.0e-24 


net tvii xciiy 


135 


£■ \ Hf^n t" "i t"V 

O -L 'kjlC 11U.L _y 


86 




M.sativa 26S rRNA 


D fci vj. * IN \J * 


41916 




LIB3167-049-P1-K1-C7 


tlC L-liWIul 


BLASTN 


NCBI GI 


gl495254 


BLAST score 


394 


F. vali ip 


0 . Oe+00 


I. la. <— ■ J- 1 iciiy 


4 62 


S~ -J r\c±T\\ m 1 1~\7 

O lUCilLlUj 


97 


NCBI Descriotion 


A. thaliana mRNA for unknown protein, ORF02 


Corr Mo 
Ot;\_^ * LN<J . 


41917 


Seq. ID 


LIB31 67-04 9-P1-K1-E11 


L1C L-likJkJ. 


BLASTN 


NCBI GI 


gl236948 


BLAST score 


189 


F! va 1 up 

1_J V d<X 


1.0e-102 


M^^ch 1 pnerth 


373 


%. \ HoTl+" "1 t" \7 
O 1UCHLXI.J 


88 


NPRT Do qr* -riot ion 


Glycine max lipoxygenase L-5 (vlxB) mRNA, complete cds 


OCVj. LN (J • 


41918 


qprr TD 

O • lb 1 


LIB3167-049-P1-K1-F10 


Mo "J" n nH 

L ie UlikJIwl 


RLASTN 






BLAST score 


100 


E value 


6.0e-49 


Matt^h lpncrhh 


268 


% identity " 


85 


NCBI Description 


Arabidopsis thaliana PSI type III chlorophyll a/b-binding 




protein (Lhca3*l) mRNA, complete cds 


Seq. No. 


41919 


Seq. ID 


LIB3167-050-P1-K1-A1 



6618 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3885511 

161 

2.0e-17 

81 

67 

(AF084200) 



similar to PSI-K subunit of photosystem I from 



barley [Medicago sativa] 
41920 

LIB3167-050-P1-K1-A10 

BLASTX 

gl351033 

237 

4.0e-24 

114 

54 

STEM 31 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 
PROTEIN VSP25) >gi_170088 (M20037) vegetative storage 
protein [Glycine max] 

41921 

LIB3167-050-P1-K1-D6 

BLASTN 

gl70091 

311 

1.0e-175 

414 

94 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 

41922 

LIB3167-050-P1-K1-F6 

BLASTN 

g829118 

137 

5.0e-71 

313 
86 

P. vulgaris gene for cyclophilin 
41923 

LIB3167-050-P1-K1-G3 

BLASTX 

g627650 

218 

2.0e-17 

78 

53 

transcription factor BTF2 chain p34 - human 
41924 

LIB3167-050-P1-K1-H6 

BLASTX 

gl709825 

331 



6619 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-31 

70 
81 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

41925 

LIB3167-077-P1-K1-A10 

BLASTX 

g3493172 

282 

4.0e-25 

110 
57 

(U89609) fiber annexin [Gossypium hirsutum] 



C /-\ 

oeq • iNu • 


41926 


beq. id 


T.TR^I 67-077-P1 -K1 -Al? 

LllOJlu 1 U / / IT X J.V-L flit. 


Method 


PT ZXCJTV 


mpdt nr 


y — ' / \j j j *j t+ 


jDiitibi score 


1 64 


Hi vaxue 


JiUc ± -L 


riaL.cn xeiiycii 


7^ 


& n HoTrh "I +*\r 
15 XU-till L-L L.y 


51 


NCBI Description 


(AF094775) chlorophyll a/b-t 




sativa] 


beq, no. 


A 1 Q97 


beq. iu 


T TR^1 £7-077— PI -Kl -R^ 

LlDOlD / \J f I IT i I\J_ ri-J 


TVjf -I— Vi 

iYietnoci 






rr*3Q97P*}8 
y 0 j?^. / 0 ^>0 


DijAbi score 


149 


Hi ValUS 






39 


9- A H^Pii" "i "f~ \/ 


67 


NCBI Description 


(AC005727) unknown protein 


Seq. No. 


41928 


Seq. ID 


LIB3167-077-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2832680 


BLAST score 


206 


E value 


3.0e-16 


Match length 


104 


% identity 


22 


NCBI Description 


(AL021712) putative protein 


Seq. No. 


41929 


Seq. ID 


LIB3167-077-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g!076316 


BLAST score 


158 


E value 


1.0e-10 


Match length 


60 


% identity 


50 


NCBI Description 


drought -induced protein Dil 



Arabidopsis thaliana 
>gi_469110_emb_CAA55321__ (X78584) Dil9 [Arabidopsis 



6620 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41930 

LIB3167-077-P1-K1-B6 

BLASTX 

g4191782 

288 

7.0e-26 

136 

50 

(AC005917) WD-40 repeat protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41931 

LIB3167-077-P1-K1-B9 

BLASTX 

g3482967 

268 

1.0e-23 

70 

73 

(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 
thaliana] >gi_4559345_gb_AAD23006. 1_AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 



Seq. No. 


41932 


Seq. ID 


LIB3167-077-P1-K1-C10 






NCBI GI 


g441205 


BLAST score 


44 


E value 


1.0e-15 


Match length 


108 


% identity 


85 


NCBI Description 


Soybean loxlgm4 gene encoding lipxygenase L-4 


Seq. No. 


41933 


Seq. ID 


LIB3167-077-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4510389 


BLAST score 


180 


E value 


4.0e-13 


Match length 


131 


% identity 


43 


NCBI Description 


(AC007017) putative solute carrier protein [Arabidopsis 




thaliana] 


Seq. No. 


41934 


Seq. ID 


LIB3167-077-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2789660 


BLAST score 


170 


E value 


2.0e-12 


Match length 


79 


% identity 


49 


NCBI Description 


(AF040102) pl05 [Arabidopsis thaliana] 


Seq. No. 


41935 


Seq. ID 


LIB3167-077-P1-K1-D5 



6621 



Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g!70087 

103 

1.0e-50 

276 

84 

G.max vegetative storage protein mRNA (VSP25 gene) 
41936 

LIB3167-077-P1-K1-D6 

BLASTN 

g3021374 

151 

2.0e-79 

339 

86 

Glycine max mRNA for profilin, PROl 
41937 

LIB3167-077-P1-K1-D7 

BLASTX 

g2760330 

262 

8.0e-23 

112 

49 

(AC002130) F1N21.15 [Arabidopsis thaliana] 
41938 

LIB3167-077-P1-K1-D8 

BLASTX 

g512400 

245 

5.0e-21 

108 

53 

(X74947) annexin [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41939 

LIB3167-077-P1-K1-E11 

BLASTX 

g2689631 

146 

3.0e-09 

87 
44 

(AF022389) ADP-ribosylation factor 



[Vigna unguiculata] 



41940 

LIB3167-077-P1-K1-E12 

BLASTX 

gl705677 

356 

8.0e-34 

145 

32 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 



6622 



>gi_2118115_pir S60112 cell division control protein CDC48 

homolog - Arabidopsis thaliana >gi_1019904 (U37587) cell 
division cycle protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41941 

LIB3167-077-P1-K1-E5 

BLASTX 

g2501189 

155 

2.0e-16 

90 

54 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



C • Vi VJ • 


41942 


Seq. ID 


LIB3167-077-P1-K1-E6 








a3560095 


BLAST score 


34 


E value 


7.0e-10 


Match length 


118 


% identity 


82 




PI nni nrr vp>r*1~(Tr nRHl 


uCv^4 IN \J . 


41943 


q prf jn 

O CV^ • x u 


LIB3167-077-P1-K1-E9 

JJiD JXU ' \J 1 1 XX L\ X J— ■ — ' 


1*1 C UilUU 


•DJ_Lrt.O X IN 


IN ^ D X OX 


rrl 70087 




62 


Tra 1 no 

£j V Cl-LUC 


J . W C <!_< vj 


Match length 


122 


% identity 


88 


NCBI Description 


G.max vegetative storage protein mRNA (VSP25 gene) 


Seq. No. 


41944 


Seq. ID 


LIB3167-077-P1-K1-F1 


Method 


BLASTN 


NCBI GI 


gl277165 


BLAST score 


87 


E value 


2.0e-41 


Match length 


155 


% identity 


89 


NCBI Description 


Glycine max cysteine proteinase inhibitor mRNA, partial 


Seq. No. 


41945 


Seq. ID 


LIB3167-077-P1-K1-F11 


Method 


BLASTN 


NCBI GI 


gl69897 


BLAST score 


139 


E value 


3.0e-72 


Match length 


427 


% identity 


83 


NCBI Description 


G.max 28 kDa protein, complete cds 



6623 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41946 

LIB3167-077-P1-K1-F12 

BLASTX 

g2459435 

178 

5.0e-13 

88 
44 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41947 

LIB3167-077-P1-K1-F3 

BLASTN 

gl055367 

123 

1.0e-62 

368 

83 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Q rr Mn 
OSq . INO . 


ri X _? ft O 




T.TR?1 67-fi77-Pl -K1 -F4 




DJ_lH.O l a 


NCBI GI 


gl237250 


BLAST score 


162 


E value 


o . ue ii 


Match length 


i on 

1ZU 


% identity 




NCBI Description 


(X96784) cytochrome P450 [Nicotiana tabacum] 


Seq. No. 


41949 


Seq. ID 


LIB3167-077-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g537626 


BLAST score 


129 


E value 


3.0e-66 


Match length 


366 


% identity 


84 


NCBI Description 


Glycine max inducible nitrate reductase 2 (INR2] 




complete cds 


Seq. No. 


41950 


Seq. ID 


LIB3167-077-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3335378 


BLAST score 


337 


E value 


1.0e-31 


Match length 


145 


% identity 


52 


NCBI Description 


(AC003028) Myb-related transcription activator 




thaliana] 


Seq. No. 


41951 


Seq. ID 


LIB3167-077-P1-K1-G11 


Method 


BLASTN 



mRNA, 



[Arabidopsis 



6624 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!70069 
87 

3.0e-41 

275 
83 

Soybean calmodulin (SCaM-1) mRNA, complete cds 
41952 

LIB3167-077-P1-K1-G3 

BLASTX 

g4371290 

248 

4.0e-21 
108 

(AC006260) unknown protein [Arabidopsis thaliana] 
41953 

LIB3167-077-P1-K1-G6 

BLASTX 

gl709358 

196 

4.0e-15 

134 
25 

NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 
PHOSPHOHYDROLASE) (NTPASE) >gi_629638 j?ir_S48859 
nucleoside triphosphatase - garden pea 

>gi_2129890_pir S65147 nucleoside triphosphatase 

precursor, chromatin-associated - garden pea 
>gi 563612 emb_CAA83655_ (Z32743) nucleoside triphosphatase 
[Piium sativum] >gi_4519173__dbj__BAA75506. 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 

41954 

LIB3167-077-P1-K1-G7 

BLASTX 

g2191136 

217 

1.0e-17 

115 
37 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 

41955 

LIB3167-077-P1-K1-G8 

BLASTN 

gl69897 

153 

1.0e-80 
301 

88 , 

G.max 28 kDa protein, complete cds 



6625 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41956 

LIB3167-077-P1-K1-H10 

BLASTX 

g3747050 

217 

1.0e-17 

102 

49 

(AFO 93540) ribosomal protein L26 [Zea mays] 
41957 

LIB3167-077-P1-K1-H11 

BLASTX 

g2500354 

214 

3.0e-17 

96 

49 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_dbj_BAA19462_ 
(AB001891) QM family protein [Solanum melongena] 

41958 

LIB3167-077-P1-K1-H2 

BLASTX 

gl30011 

205 

4.0e-16 

106 

46 

LEUCOAGGLUTINATING PHYTOHEMAGGLUT IN IN PRECURSOR (PHA-L) 

>gi_81879_pir A25701 phytohemagglutinin chain L precursor 

- kidney bean >gi_21023_emb_CAA28362_ (X04659) precursor 
polypeptide (AA -21 to 252) [Phaseolus vulgaris] 

>gi_225351_prf 130122 6A phytohemagglutinin [Phaseolus 

vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41959 

LIB3167-077-P1-K1-H3 

BLASTX 

g3560266 

155 

3.0e-ll 

125 

41 

(AL031535) putative n-terminal acetyltransf erase complex su 
bunit [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41960 

LIB3167-077-P1-K1-H7 

BLASTX 

gl055368 

475 

8.0e-48 

130 

71 

(U39567) ribulose-l,5-bisphosphate carboxylase small 
subunit [Glycine max] 



6626 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41961 

LIB3167-077-P1-K1-H9 

BLASTX 

g2443755 

160 

8.0e-ll 

56 

61 

(AF020433) cyclophilin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41962 

LIB3167-077-P1-K2-B4 

BLASTX 

g2191171 

123 

1.0e-08 

41 

68 

(AF007270) similar to A. thaliana DI19 mRNA (NID: g469110) 
[Arabidopsis thaliana] 



beq. jno. 


fl X 2 DO 


Seq. ID 


t tdqi cn — m *7 _di _T79_ri n 

LIdjID / *~ U / / rl J\Z UiU 


Method 


BLASTN 


NCBI GI 


g441205 


BLAST score 


A Q 

4o 


E value 


A Pi * "1 O 

4 . Oe-lo 


Match length 


/ Z 


% identity 


Q9 


NCBI Description 


Soybean loxlgm4 gene encoding lipxygenas* 


Seq. No. 


41964 


Seq. ID 


LIB3167-077-P1-K2-C3 


Method 


BLASTX 


NCBI GI 


g3336912 


BLAST score 


141 


E value 


7.0e-09 


Match length 


85 


% identity 


44 


NCBI Description 


(Y13784) Calmodulin [Mougeotia scalaris] 


Seq. No. 


41965 


Seq. ID 


LIB3167-077-P1-K2-C5 


Method 


BLASTX 


NCBI GI 


g4510389 


BLAST score 


285 


E value 


9.0e-26 


Match length 


98 


% identity 


55 


NCBI Description 


(AC007017) putative solute carrier prote 




thaliana] 


Seq. No. 


41966 


Seq. ID 


LIB3167-077-P1-K2-D4 


Method 


BLASTN 


NCBI GI 


g296442 



6627 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 

7.0e-12 

182 
91 

G.max ADR11 mRNA 
41967 

LIB3167-078-P1-K1-A11 

BLASTX 

g4098517 

280 

8.0e-25 

124 

51 

(U79114) auxin-binding protein ABP19 [Prunus persica] 
41968 

LIB3167-078-P1-K1-D10 

BLASTX 

g951449 

219 

7.0e-18 

94 

45 

(L46681) aspartic protease precursor [Lycopersicon 
esculent urn] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41969 

LIB3167-078-P1-K1-D4 

BLASTX 

g4337027 

347 

9.0e-33 

133 
53 

(AF123254) MFP2 [Arabidopsis thaliana] 
41970 

LIB3167-078-P1-K1-E4 

BLASTN 

g439856 

85 

4.0e-40 

280 
82 

Glycine max Williams 82 lipoxygenase mRNA, complete cds 
41971 

LIB3167-078-P1-K1-E6 

BLASTN 

g242461 

110 

7.0e-55 

290 

84 

loxA=lipoxygenase [Glycine max=soybeans, Merr . cv. Williams, 
mRNA, 1897 nt] 



6628 



Seq. No. 


fl 

^WUJr 
41972 


Seq. ID 


LIB3167 


Method 


BLASTX 


NCBI GI 


gll6908 


BLAST score 


306 


E value 


5.0e-28 


Match length 


117 


% identity 


54 


NCBI Description 


CAFFEIC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ID 3-O-METHYLTRANSFERASE 
{ S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 
3-O-METHYLTRANSFERASE) (COMT) >gi_166420 (M63853) 
S-adenosyl-L-methionine: caffeic acid 3-0-methyltransf erase 
[Medicago sativa] 

41973 

LIB3167-078-P1-K1-F12 

BLASTN 

gl262439 

112 

4.0e-56 

347 

84 

Glycine max lipoxygenase (vlxC) mRNA, complete cds 
41974 

LIB3167-078-P1-K1-F4 

BLASTX 

g3901012 

270 

8.0e-24 

93 

59 

(AJ130885) xyloglucan endotransglycosylase 1 [Fagus 
sylvatica] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41975 

LIB3167-078-P1-K1-F7 

BLASTX 

g3560529 

269 

1.0e-23 

131 

46 

(AF039598) light harvesting chlorophyll A/B binding protein 
[Prunus persica] 

41976 

LIB3167-078-P1-K1-F9 

BLASTX 

g3860277 

289 

5.0e-26 

118 

55 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4 314394_gb_AAD15604_ (AC006232) putative 



6629 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein LI OA [Arabidopsis thaliana] 
41977 

LIB3167-078-P1-K1-G12 

BLASTX 

g4539301 

197 

3.0e-15 

115 
41 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41978 

LIB3167-078-P1-K1-H10 

BLASTN 

g439856 

163 

2.0e-86 

372 

85 

Glycine max Williams 82 lipoxygenase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41979 

LIB3167-078-P1-K1-H3 

BLASTX 

g4185511 

200 

5.0e-16 

76 
53 

(AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41980 

LIB3167-078-P1-K2-B11 

BLASTX 

g2499613 

192 

3.0e-19 

83 
64 

MI TOGEN- ACT I VATE D PROTEIN KINASE HOMOLOG MMK2 
>gi_1204129_emb__CAA57719__ (X82268) protein kinase 
sativa] 



[Medicago 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41981 

LIB3167-078-P1-K2-B8 

BLASTX 

gl418984 

185 

7.0e-14 

62 
60 

(Z75521) photosystem II 
esculentum] 



10 kD polypeptide [Lycopersicon 



6630 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41982 

LIB3167-078-P1-K2-C9 

BLASTX 

g2827992 

119 

1.0e-14 

106 
45 

(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 
41983 

LIB3167-078-P1-K2-D8 

BLASTX 

g2497486 

209 

4.0e-17 

49 

88 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41984 

LIB3167-078-P1-K2-E11 

BLASTX 

gl40207 

204 

3.0e-16 

69 

55 

PROBABLE 40S RIBOSOMAL PROTEIN S9 >gi_102109_pir S12674 

ribosomal protein S9.e - Trypanosoma brucei 
>gi_10399_emb_CAA36818__ (X5258 6) aid orfU protein (AA 1 - 
190) [Trypanosoma brucei] 

41985 

LIB3167-078-P1-K2-G5 

BLASTX 

g465975 

179 

4.0e-13 

62 

56 

PUTATIVE ATP-DEPENDENT RNA HELICASE T26G10.1 IN CHROMOSOME 

III >gi_482102_pir S40731 ATP-dependent RNA helicase 

homolog T26G10.1 - Caenorhabditis elegans 
>gi_3880293_emb_CAA82362_ (Z29115) similar to RNA 
helicases, deleted exon 1397-1495 which introduced stop 
codon at 3 T splice; 5 1 splice looks v. good; ?possible 
alternate final exon.; cDNA EST yk368a4.3 comes from this 
gene; cDNA EST yk368a4.5 comes fr 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



41986 

LIB3170-001-Q1-J1-B1 

BLASTX 

g2583135 

201 



6631 



E value 
Match length 
% identity 
NCBI Description 



2.0e-15 

51 
76 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
>gi_3822216 (AF074948) FIL [Arabidopsis thaliana] 
>gi_4322477_gb_AAD16053_ (AF087015) abnormal floral organs 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41987 

LIB3170-001-Q1-K1-B7 

BLASTX 

g70654 

216 

9.0e-18 

83 

54 

ubiquitin / ribosomal protein CEP52 - Chlamydomonas 
reinhardtii >gi_1824 4_emb_CAA43216__ (X60826) ubiquitin 
extension protein (UbCEP52) [Chlamydomonas reinhardtii] 
>gi_1824 6_emb_CAA33466_ (X15427) ubiquitin/ribosomal 
protein [Chlamydomonas reinhardtii] 



Oclj • 1NU * 


41 988 

*± ± zj o u 


o c » JL lj 


LIB3170-001- 


Method 


BLASTX 


Lri Vrf- J—> J- -L 


a3024020 


BLAST score 


241 


E value 


1.0e-32 




124 


% identitv 


58 


NCBI Description 


INITIATION ) 




>gi_2225881_ 




factor 5 A3 


Seq. No. 


41989 


Seq. ID 


LIB3170-001 


Method 


BLASTX 


NCBI GI 


g2462834 


BLAST score 


176 


E value 


1.0e-12 


Match length 


116 


% identity 


34 


NCBI Description 


(AF000657) 


Seq. No. 


41990 


Seq. ID 


LIB3170-001 


Method 


BLASTN 


NCBI GI 


gl575730 


BLAST score 


123 


E value 


1.0e-62 


Match length 


476 


% identity 


87 


NCBI Description 


Glycine max 




cds 


Seq. No. 


41991 


Seq. ID 


LIB3170-001 



•Q1-K1-C12 



FACTOR 5A-3 (EIF-5A) (EIF-4D) 

_dbj_BAA20877_ (AB004824) eukaryotic initiation 
[Solanum tuberosum] 



hypothetical protein [Arabidopsis thaliana] 



6632 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3182981 

154 

2.0e-10 

59 
51 

CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_dbj_BAA13096_ 
(D86494) diminuto [Pisum sativum] 

41992 

LIB3170-001-Q1-K1-E8 

BLASTN 

g531828 

37 

1.0e-ll 

73 

88 

Cloning vector pSportl, complete cds 
41993 

LIB3170-001-Q1-K1-G2 

BLASTX 

g2500354 

286 

1.0e-25 

103 

57 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_19028 94_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 

41994 

LIB3170-001-Q1-K1-G8 

BLASTX 

gl703375 

149 

5.0e-19 

81 

77 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



41995 

LIB3170-002-Q1-J1-A9 

BLASTX 

g400247 

161 

4.0e-ll 

43 

72 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_169667 
(M62757) S-adenosylmethionine synthetase [Petroselinum 
crispum] 

41996 

LIB3170-002-Q1-J1-G2 
BLASTN 



6633 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



g2565339 
37 

8.0e-12 

53 
92 

Lupinus luteus ribosomal protein S14 (rpsl4) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41997 

LIB3170-002-Q1-J1-G8 

BLASTN 

g4580381 

41 

5.0e-14 

69 

90 

Arabidopsis thaliana chromosome II BAC T11P11 genomic 
sequence, complete sequence 

41998 

LIB3170-002-Q1-K1-B4 

BLASTX 

g2499967 

277 

2.0e-24 

123 

53 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV B PRECURSOR (PSI-E 
B) >gi_632724_bbs_151002 (S72358) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
143 aa] [Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41999 

LIB3170-002-Q1-K1-F8 

BLASTX 

g730645 

185 

7.0e-14 

77 
55 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_ernb_CAA80679_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb__CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366__gb_AAB70449_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



42000 

LIB3170-003-Q1-J1-A4 

BLASTX 

g3885884 

246 

5.0e-21 

75 

69 



6634 



NCBI Description (AF093630) 60S ribosomal protein L21 [Oryza ^ativa]. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42001 

LIB3170-003-Q1-J1-C9 

BLASTN 

gl70053 

45 

4.0e-16 

150 
86 

Soybean ribosomal protein Sll mRNA, 3 1 



end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42002 

LIB3170-003-Q1-J1-E7 

BLASTX 

g3868758 

271 

6.0e-24 

74 

70 

(D89802) elongation factor IB gamma [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42003 

LIB3170-003-Q1-K1-B6 

BLASTN 

g2995835 

53 

3.0e-21 

57 

98 

Trifolium ornithopodioides 18S ribosomal RNA gene, partial 
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence; 
and 26S ribosomal RNA gene, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42004 

LIB3170-003-Q1-K1-F2 

BLASTN 

g531828 

37 

1.0e-ll 

89 
85 

Cloning vector pSportl, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42005 

LIB3170-003-Q1-K1- 

BLASTX 

g531829 

154 

3.0e-10 

72 
51 

(U12390) 
pSportl ] 



F4 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 



42006 



6635 




Seq. ID 


LIB3170-004-Q1-K1-B2 


Mpthod 


BLASTX 


NCBI GI 


g3894191 


BLAST score 


180 


F. va 1 up 

i_i v a lx >^ 


2.0e-13 


Matph 1 pnnth 


47 


S; -j Hpn t itv 


72 


NCBI Description 


(AC005662) unknown protein [Arabidopsis thaliana] 




42007 


Sea. ID 

W O • -L- i— ' 


LIB3170-004-Q1-K1-F10 


Mpt hod 


BLASTX 


NCBI GI 


g3893118 


BLAST score 


179 


E value 


6. Oe-21 


Matnh lpnath 


121 


% -j Hpn1" itv 


46 


NCBI Description 


(Y18419) t-complex polypeptide 20 [Drosophila viril 


Qprr Mo 


42008 


Sea. ID 


LIB3170-004-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


gll50683 


BLAST score 


73 


F 1 np 

J_j V CL -L 


7 Oe-33 


Ma +■ r^ln 1 pnrri"h 
Lid u on icuy uii 


152 


%■ A Honi* "i 




NCBI Descriotion 


V.radiata atpB, rbcL and trnK genes 


o c • r*u • 


42009 


Sea ID 


LIB3170-005-Q1-J1-C5 


Mpt" hod 

L.ii\»/VA 


BLASTX 


NCBI GI 


g2739371 


BLAST score 


257 




3 Oe-22 




61 




84 


NCBI Description 


(AC002505) unknown protein [Arabidopsis thaliana] 


Q p /-«• Tsjo 


42010 


Sea ID 


LIB3170-005-Q1-J1-C7 


Mpt hod 

L iC I— i ivU 


BLASTN 


Imx^DI v_J -L. 


a!69954 


BLAST score 


42 


E value 


2.0e-14 


M^Tr^h 1 an rri~ hi 

L ICl L. Oil J_ C»liy U-ll 


175 




84 


Wf^RT n<=»c;r , r"i Tit" i on 


m urinp max i ron ^ixneroxide dismutase (FeSOD) m.RNA» 




coirvDlptp cds 




42011 


Seq. ID 


LIB3170-005-Q1-J1-F10 


Method 


BLASTN 


NCBI GI 


gl2139 


BLAST score 


39 


E value 


8.0e-13 


Match length 


63 



6636 




% identity 90 

NCBI Description Pea plastid genes rps2, atpl, atpH, atpF, atpA, trnR and 
trnG coding for ribosomal protein S2, one CF(1) and three 
CF(O) subunits of ATP synthase and tRNA-Arg and tRNA-Gly 



OC^ • Vi\J • 


42012 




LIB3170-005-Q1-J1-G10 




RT.A9TN 




a303900 




70 


Hi V Cl-L Lit: 


3 . Oe-31 


Ms'hr'h 1 pnn"f~h 


202 




84 


NCBI Description 


Soybean gene for ubiquitin, complete cds 


OCy • Lri\J • 


42013 




LIB317 0-005-O1-K1-D2 




RT.A9TX 


NCBI GI 


g3482966 


DT SOT 1 cnnra 


97? 
z, / z. 


TP TT 1 n 


£ 0^-94 


Mair*!*! 1 pnrrth 


114 




4 6 


NCBI Description 


(AL031369) putative protein [Arabidopsis thaliana] 


oeq . LNO . 


*± z. u x *± 


beg, id 


t yR7i in- oor— m — ki — nfi 


R -l_ V-\ /-^ 

jyiernoa 


D-UtiO 1 IN 




f-TR*^1 ft 9 ft 

goo lOio 


oLiAbi score 


4 1 


E value 


o Ho— 1 4 

o . ue ±4 




ft 1 


% identity 


ft ft 
0 0 


NCBI Description 


Cloning vector pSportl, complete cds 




4901 S 


oeq. ±u 


T.TR?1 7 0-0 06-01 - t 7l -PI 


Method 


iSlxriO i. A 




rr9144ft 97 


tSLiHoi score 


^04 


E value 


1 0^—97 

X • Uc Z, / 


TWIra t~ Vi 1 oft /T"f~ 




9* 1 T~\ 4* T T" T T 

■b luenLiLy 


7 R 


NCRT Dp ^ print ion 


(AC002388) unknown protein [Arabidopsis thaliana] 


Seq. No. 


42016 


Seq. ID 


LIB3170-006-Q1-J1-E4 


Method 


BLASTX 


NCBI GI 


g2062167 


BLAST score 


225 


E value 


1.0e-19 


Match length 


81 


% identity 


62 


NCBI Description 


(AC001645) Proline-rich protein APG isolog [Arabidop 



thaliana] 



Seq. No. 



42017 



6637 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% .identity 

NCBI Description 



LIB3170-006-Q1-J1-F10 

BLASTN 

gll772 

35 

3.0e-10 

109 

89 

Tobacco chloroplast tRNA-Ser and tRNA-Gln genes 



O C kJI • Vi\J • 


42018 


O <3^£ . -L i-J 


LIB3170-006- 




BLASTX 




g2829910 


BLAST score 


327 


E value 


3.0e-30 


Match length 


77 




81 


M/^HT Pi a opri m+" i r\n 

uebuiipLiuii 


{ Arno??9i ) i 




/^i Vl V* r^\TT\ r\ O /^\TY1 o /■ 

OIIX. UXLLUovJillc t 


beq. no. 


4 901 Q 


Seq. ID 


t TR^1 70— oo^- 

J_tl£>J± /u uuo 




JDJ_iiT.O -L IN 




y jlU j / nj 


BLAST score 


257 


E value 


1.0e-142 


lYia rcn xengun 


404 
f± u *± 


% identity 




jnudI Description 


biycine max 


beq. mo. 


49090 


beq. id 


T TR^I 70— 007- 




JZjxxriO X x\ 




rr41 609R0 


ts.Uft.bi score 


JUO 


E value 


1.0e-51 


Match length 


110 


% identity 


0 1 


jNUtsi uescription 


/ a. TOO 6994 ^ i 


beq. jno. 


49091 


beq. id 


T T"n^1 7 0— 0 07 


Method 


qt 7\ Q rn V 
rJliiib 1 A 


NCBI GI 


g4376509 


BLAST score 


148 


E value 


3.0e-09 


Match length 


86 


% identity 


41 


NCBI Description 


(AE001609) 




pneumoniae] 


Seq. No. 


42022 


Seq. ID 


LIB3170-007 


Method 


BLASTX 


NCBI GI 


g2507421 


BLAST score 


175 


E value 


1.0e-12 



6638 



Match length 


67 


% identity 


58 


NCBI Description 


PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 


(U81042) translation initiation factor [Arabidopsis 




thaliana] >gi 4490709 emb CAB38843.1 (AL035680) 




translation initiation factor [Arabidopsis thaliana] 


Sea No 


42023 


Seq. ID 


LIB3170-007-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3201554 


BLAST score 


205 


E value 


3. Oe-16 


Match lencrth 


93 


% identity 


53 


NCBI Description 


(AJ006501) beta-D-glucosidase [Tropaeolum majus] 


Seer No 


42024 


Seq. ID 


LIB3170-009-Q1-J1-D10 


Method 


BLASTN 


NCBI GI 


g531055 


BLAST score 


61 


E value 

J—J V G*L^U^^ 


6. Oe-26 


Match 1 print h 


109 


9; i rl on t"i tv 


89 


NPBT Descr ir>t ion 


Wheat mRNA for protein H2B-6, complete cds 




42025 


Seq, ID 


LIB317 0-009-Q2-J1-G3 


Method 


BLASTX 


NCBI GI 


U 1 1 1 \J *J \J s 


BLAST score 


237 


E value 


6.0e-20 


Match length 


62 


% identity 


76 


NCBT Desrr'iDt ion 


MYO-INOS I T0L-1- PHOSPHATE SYNTHASE (IPS) 


>gi 1085960 pir S52648 IN01 protein - Citrus paradisi 




>gi~602565 emb CAA83565 (Z32632) INOl [Citrus x paradi 


Qprr No 


42026 


Seq. ID 


LIB3170-009-Q2-K1-D9 


Method 


BLASTX 


NCBI GI 


gl052973 


BLAST score 


174 


W. valnp 


8 . 0e-13 


Ma r cY\ 1 print hi 


71 




55 


NCBI DescriDtion 


(U37838) fructokinase [Beta vulgaris] 


»-> C \^ • t N w ♦ 


42027 


Sea. ID 


LIB3170-009-Q2-K1-F11 


Method 


BLASTX 


NCBI GI 


g4056469 


BLAST score 


194 


E value 


3.0e-22 


Match length 


93 


% identity 


65 



6639 



NCBI Description 



# 



(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 



Con "NTo 
Oct]. 1NO. 


42028 








RT.ASTX 


VfpDT (IT 


y *4 \j j \j i 


TDT ACT or<r\rQ 
DlxciDx btUlc 




Ej VCtlUC 


3 . 0e-23 


i v iai_cn xengi-ii 


ft R 


% identity 


65 


NCBI Description 


(AJ131732) ribosomal 


Qo/t \T/-\ 

oeq. 1NO. 




oeq. ijj 


t td-31 7n-ooQ-n9-Ki -ri 


TwTr>i 4- V> /"\ /"I 


DiiTiO J. A 


vipOT r*T 
JNUdI bl 


UIOO J / J 


joLiioi score 


"390 


XT' tt a 1 no 


X » VJ Zr 


ixiaizcn xengun 


o o 


% identity 


7^ 


NCBI Description 


(U09463) histone H3. 


beq. wo. 




beg. id 


T TR^1 7fl — noQ— 09 — ?f9 — 


Metnoa 






rr9ftQQ90 


nJjAoi score 


999 


E value 


"3 Do— 1 P 




1 09 

X vJ jC. 


Sc identitv 


52 


NCBI Description 


(L07119) chlorophyll 




hirsutum] 


Seg. No. 


42031 


Seg. ID 


LIB3170-009-Q2-K2-F1 


Method 


BLASTX 


NCBI GI 


g728881 


BLAST score 


157 


E value 


4.0e-ll 


Match length 


71 


% identity 


34 



2 [Medicago sativa] 



NCBI Description 



ADP-RIBOSYLATION FACTOR 2 >gi_1079047__pir A53859 

ADP-ribosylation factor 2 - fruit fly (Drosophila 
melanogaster) >gi_507232 (L25062) ADP ribosylation factor 2 
[Drosophila melanogaster] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



42032 

LIB3170-009-Q2-K2-G6 

BLASTN 

gl431621 

43 

4.0e-15 

182 



6640 



€1 



I identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 

T.repens mRNA for protein kinase 
42033 

LIB3170-009-Q2-K2-H1 

BLASTX 

gl053057 

180 

2.0e-13 

81 
52 

(U38422) histone H3 [Triticum aestivum] 
42034 

LIB3170-010-Q1-J1-D8 

BLASTX 

g730557 

167 

9.0e-12 

96 

44 

60S RIBOSOMAL PROTEIN L34 >gi_2119150_pir S60476 ribosomal 

protein L34 - garden pea >gi_4 98908 (U10047) ribosomal 
protein L34 homolog [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42035 

LIB3170-010-Q1-K1 

BLASTX 

g730557 

139 

1.0e-19 
89 
64 

60S RIBOSOMAL 
protein L34 



■D7 



PROTEIN L34 >gi_2119150_pir S60476 ribosomal 

garden pea >gi_498908 (U10047) ribosomal 



protein L34 homolog [Pisum sativum] 
42036 

LIB3170-010-Q1-K1-F8 

BLASTN 

g2281054 

54 

1.0e-21 

66 
95 

Phreatamoeba balamuthi UBI1 sequence, putative 
polyubiquitin gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42037 

LIB3170-011-Q1-J1-F2 

BLASTX 

g453128 

165 

1.0e-ll 

77 
48 

(S67284) petD [corn, 



seedlings, Peptide Chloroplast, 160 



6641 



€1 



aa] [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42038 

LIB3170-011-Q1-K1-A9 

BLASTX 

g3122673 

140 

1.0e-08 

92 
42 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42039 

LIB3170-012-Q1-J1-C5 

BLASTX 

g464621 

171 

4.0e-12 

46 
74 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

42040 

LIB3170-012-Q1-K1-A2 

BLASTX 

g2500354 

358 

3.0e-34 

74 

88 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_dbj JBAA19462_ 
(AB001891) QM family protein [Solanum melongena] 



Seq. No. 


42041 


Seq. ID 


LIB3170-012-Q1-K1-D1 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


81 


E value 


7.0e-38 


Match length 


182 


% identity 


35 


NCBI Description 


Glycine max gene for ubiquitin, 


Seq. No. 


42042 


Seq. ID 


LIB3170-012-Q1-K1-E12 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


38 


E value 


3.0e-12 


Match length 


90 


% identity 


86 


NCBI Description 


Cloning vector pSportl, complete 



cds 



6642 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42043 

LIB3170-013-Q1-J1-B1 

BLASTX 

gl70920 

236 

7.0e-20 

59 

78 

(M62396) ribosomal protein L41 [Candida maltosa] 



42044 

LIB3170-013-Q1-J1-G5 

BLASTX 

g3309117 

143 

7.0e-09 

86 

36 

(AF051899) 1,8-cineole synthase 



[Salvia officinalis] 



42045 

LIB3170-013-Q1-K1-A11 

BLASTX 

g3158476 

390 

6.0e-38 

110 

75 

(AF067185) aquaporin 2 



[Samanea saman] 



42046 

LIB3170-013-Q1-K1-A12 

BLASTX 

g4417266 

223 

2.0e-18 

109 

47 

(AC007019) hypothetical protein [Arabidopsis thaliana] 
42047 

LIB3170-013-Q1-K1-B1 

BLASTX 

g3122753 

156 

1.0e-10 

67 
52 

60S RIBOSOMAL PROTEIN L44 >gi_2244789_emb_CAB10211 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



42048 

LIB3170-013-Q1-K1-C10 

BLASTN 

g2995831 

52 

1.0e-20 



6643 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 
98 

Trifolium michelianum 18S ribosomal RNA gene, partial 
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence; 
and 26S ribosomal RNA gene, partial sequence 

42049 

LIB3170-013-Q1-K1-G9 

BLASTX 

g4163997 

282 

4.0e-25 
96 
60 

(AF087483) 
thaliana] 



alpha-xylosidase precursor [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



42050 

LIB3170-014-Q1-J1-E8 

BLASTX 

gll72597 

159 

1.0e-10 

47 

70 

WOUND-INDUCED BASIC PROTEIN >gi_818 8 8_pir JS0731 

wound-inducible basic protein - kidney bean >gi_169365 

(L00625) basic protein [Phaseolus vulgaris] 
>gi__217989_dbj_BAA02299_ (D12914) 5.8 kb basic protein 

[Phaseolus vulgaris] 

42051 

LIB3170-014-Q1-K1-A4 

BLASTX 

g2500354 

377 

4.0e-48 

122 

80 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_dbj__BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 

42052 

LIB3170-014-Q1-K1-B12 

BLASTN 

g3687405 

75 

5.0e-34 

155 

87 

Lycopersicon esculentum mRNA for hypothetical protein 
42053 

LIB3170-014-Q1-K1-B6 

BLASTX 

g3687251 



6644 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207 

2.0e-16 

61 
66 

(AC005169) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42054 

LIB3170-014-Q1-K1-E2 

BLAST N 

g3168839 

73 

1.0e-32 

145 

88 

Arabidopsis thaliana copper homeostasis factor 
complete cds 



(CCH) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42055 

LIB3170-014-Q1-K1-E4 

BLASTN 

g313026 

82 

4.0e-38 

194 
86 

L.esculentum rpl38 mRNA 



for ribosomal protein L38 



42056 

LIB3170-014-Q1-K1-E9 

BLASTX 

g3913008 

374 

3.0e-58 
138 
8 8 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 



Seq. No. 42057 

Seq. ID LIB3170-014-Q1-K1-F6 

Method BLASTN 

NCBI GI gl8747 

BLAST score 239 

E value 1.0e-132 

Match length 266 

% identity 98 . 

NCBI Description G.max mRNA for a protein similar to potato tuber protein 
p322 homolgous to Bowman-Birk Proteinase Inhibitor 



Seq. No. 42058 

Seq. ID LIB3170-014-Q1-K1-F8 

Method BLASTX 

NCBI GI g2961300 

BLAST score 140 

E value 2.0e-17 

Match length 97 



6645 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



<B 

63 

(AJ225027) ribosomal protein L2 4 [Cicer arietinum] 
42059 

LIB3170-014-Q1-K1-G10 

BLASTN 

g2264317 

45 

5.0e-16 

93 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUG13, complete sequence [Arabidopsis thaliana] 



Seq. No. 


42060 


Seq. ID 


LIB3170-014-Q1-K1-H8 


Method 


JDJjriO I IN 


NCBI GI 


g4 xuzoy i 


BLAST score 


/ 4 


E value 


z. . ue o o 


Match length 




% identity 




NCBI Description 


biycme max late eniDryogenesio 




complete cds 


Seq. No. 


42061 


Seq. ID 


LIB3170-015-Q1-J1-B5 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


68 


E value 


5.0e-30 


Match length 


172 


% identity 


84 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


42062 


Seq. ID 


LIB3170-015-Q1-J1-C1 


Method 


BLASTX 


NCBI GI 


gl778051 


BLAST score 


152 


E value 


2.0e-14 


Match length 


85 


% identity 


52 


NCBI Description 


(U62583) Prtl homolog [Homo sai 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4503527_ref_NP_003742. l_pEIF3S9_ UNKNOWN 
42063 

LIB3170-015-Q1-K1-H4 

BLASTN 

g531828 

39 

5.0e-13 

79 
87 

Cloning vector pSportl, complete cds 



Seq. No. 



42064 



6646 



Seq. ID 


LIB3170-016-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2443836 


BLAST score 


269 


E value 


8.0e-24 


Match length 


85 


% identity 


68 


NCRI Description 


(AF020793) tonoplast intrinsic 




[Medicago sativa] 


9i&ci No 

i_J ^ VJ • liU t 


42065 


Seq. ID 


LIB3170-016-Q1-K1-C1 


Mpthod 


BLASTX 


NCBI GI 


g3831452 


BLAST score 


275 


E value 


2.0e-24 


Match length 


80 


% identitv 


60 


NCBI Description 


(AC005700) putative cytochrome 


Qpa No 


42066 


Seq. ID 


LIB3170-016-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3204129 


BLAST score 


191 


E value 


4.0e-15 


Mstnh 1 pncrth 


59 


% i fipntitv 

O *I- Vwi. i. X _L_ * — 


69 


NfRT Dpqpr itvt" ion 


(AJ006768) histone H2A [Cicer < 




42067 


Seq. ID 


LIB3170-016-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


gl8747 


BLAST score 


58 


E value 


6.0e-24 


Match length 


125 


% identity 


93 


NCBI Description 


G.max mRNA for a protein simil 




p322 homolgous to Bowman-Birk 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42068 

LIB3170-016-Q1-K1-H10 

BLASTX 

g531829 

157 

4.0e-ll 

58 
52 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



42069 

LIB3170-017-Q1-J1-A2 

BLASTN 

g303900 

367 



6647 



E value 


0.0e+00 


Match length 


371 


% identity 


40 


NCBI Description 


Soybean gene for ubiquitin, complete cds 


Seq. No. 


42070 


Seq. ID 


LIB3170-017-Q1-J1-C1 


Method 


BLASTX 


NCBI GI 


gl350983 


BLAST score 


275 


E value 


2.0e-24 


Match length 


107 


% identity 


60 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN 


Seq. No. 


42071 


Seq. ID 


LIB3170-017-Q1-J1-H1 


Method 


BLASTX 


NCBI GI 


g2507106 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


84 


% identity 


40 


NCBI Description 


SINGLE-STRANDED-DNA- SPECIFIC EXONUC LEASE 



(U28375) single-stranded DNA-specific exonuclease 
[Escherichia coli] >gi_1789259 (AE000373) ssDNA 
exonuclease, 5 ? — > 3' specific [Escherichia coli] 



Seq. No. 


42072 


Seq. ID 


LIB3170-017-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3176098 


BLAST score 


344 


E value 


2.0e-32 


Match length 


113 


% identity 


59 


NCBI Description 


(Y15036) annexin [Medicago 


Seq. No. 


42073 


Seq. ID 


LIB3170-017-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g548852 


BLAST score 


267 


E value 


2.0e-23 


Match length 


82 


% identity 


66 


NCBI Description 


40S RIBOSOMAL PROTEIN S21 




protein S21 - rice >gi_303 




subunit ribosomal protein 


Seq. No. 


42074 


Seq. ID 


LIB3170-017-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


233 


E value 


1.0e-19 


Match length 


84 



6648 



identity- 
SCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60S RfBOSOMAt PROTEIN L32 -* ^ " v - * ' 

42075 

LIB3170-017-Q1-K1-F12 

BLASTN 

g!8764 

111 

2.0e-55 

342 

83 

G.max tefSl gene for elongation factor EE-la 



42076 

LIB3170- 

BLASTX 

gl22003 

309 

3.0e-28 

111 

62 

HISTONE 



017-Q1-K1-H8 



H2A >gi__82089_pir JQ1182 histone H2A.1 - tomato 



42077 

LIB3170-018-Q1-J1-D6 

BLASTX 

g4510348 

101 

9.0e-10 

74 

42 

(AC006921) unknown protein [Arabidopsis thaliana] 
42078 

LIB3170-018-Q1-J1-F10 

BLASTX 

g2760362 

168 

8.0e-12 

62 
55 

(AF016511) 15.9 kDa subunit of RNA polymerase II 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



42079 

LIB3170-018-Q1-K1-F10 

BLASTN 

g2760361 

60 

4.0e-25 

196 

83 

Arabidopsis thaliana 15. 



9 kDa subunit of RNA polymerase II 



(RPB15.9) mRNA, complete cds 
42080 

LIB3170-019-Q1-J1-A3 



6649 



€1 



Method * ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN - ■< 

g508602 

32 

8.0e-09 

69 

96 

Glycine max stearoyl-acyl carrier protein desaturase 
(SACPD) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42081 

LIB3170-019-Q1-J1-B12 

BLASTX 

g4115371 

164 

4.0e-ll 

110 
43 

(AC005967) unknown protein [Arabidopsis thaliana] 
42082 

LIB3170-019-Q1-J1-F1 

BLASTX 

g266945 

180 

3.0e-13 

65 

54 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA46273_ (X65155) GA [Pisum sativum] 
>gi_1279645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42083 

LIB3170-019-Q1-J1-G10 

BLASTX 

g4544453 

363 

1.0e-34 

106 

70 

(AC006592) hypothetical protein [Arabidopsis thaliana] 
42084 

LIB3170-020-Q1-J1-F1 

BLASTX 

g266945 

288 

8.0e-26 

106 

57 

60S RIBOSOMAL PROTEIN L9 {GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA4 627 3_ (X65155) GA [Pisum sativum] 
>gi_1279645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



6650 





I 


1 


Seq. No. 


42085. 


Seq. ID 


LIB3170- 


Method 


BLASTX 


NCBI GI 


g70772 


BLAST score 


294 


E value 


1. 


Oe-26 


Match length 


88 




% identity 


73 




NCBI Description 


histone 




pea 



H4 - garden 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42086 

LIB3170-020-Q1-K1-C12 

BLASTN 

g2292935 

43 

2.0e-15 

63 

92 

M.mus cuius 
histone HI, 



genes encoding histone H4, histone H3 
1 



and 



O C q • IN \J m 


*± \J o / 


Qprr TD 


LIB3170-021-O1- J1-B8 


Method 


BLASTX 


NCBI GI 


g4490316 


BLAST score 


146 


E value 


2.0e-09 


Match length 


37 


% identity 


68 


NCBI Description 


(AL035678) nucellin-like protein [Arabidopsis thaliana] 


Seq. No. 


42088 


Seq. ID 


LIB3170-021-Q1-J1-E5 


Method 


BLASTX 


NCBI GI 


g4567215 


BLAST score 


406 


E value 


1.0e-39 


Match length 


91 


% identity 


89 


NCBI Description 


(AC007113) putative presenilin [Arabidopsis thaliana] 


Seq. No. 


42089 


Seq. ID 


LIB3170-021-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3377797 


BLAST score 


217 


E value 


9.0e-18 


Match length 


73 


% identity 


66 


NCBI Description 


(AF075597) Similar to 60S ribosoxae protein L19; coded for 



by A. thaliana cDNA T04719; coded for by A, thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 42090 

6651 




Seq. ID 


L-IB3170-021-Q1-K1-C7 


Metho# 


BLASTX 


NCBI GI 


g2618688 


BLAST score 


222 


E value 


2.0e-18 


Match length 


79 


% identity 


59 


NCBI Description 


(AC002510) putative esterase D [Arabidopsis thaliana] 


Seq. No. 


42091 


Seq. ID 


LIB3170-022-Q1-J1-A12 


Method 


BLASTX 


NCBI GI 


g4105697 


BLAST score 


607 


E value 


3.0e-63 


Match length 


141 


% identity 


76 


NCBI Description 


(AF049870) thaumatin-like protein [Arabidopsis thaliana] 


Seq. No* 


42092 


Seq. ID 


LIB3170-022-Q1-J1-A2 


Method 


BLASTX 


NCBI GI 


g2346970 


BLAST score 


232 


E value 


4.0e-19 


Match lencrth 


103 


& -t ripntitv 


50 


NCBI Description 


(AB006597) ZPT2-10 [Petunia x hybrida] 


ihJ V-J * \J • 


42093 


Seq. ID 


LIB3170-022-Q1-J1-D3 


Mf^'hhiod 


BLASTX 


NCBI GI 


g2244964 


BLAST score 


171 


E value 


3.0e-12 


Match length 


39 


% identity 


77 


NCBI Description 


(Z97340) hypothetical protein [Arabidopsis thaliana] 


Sea. No. 


42094 


Seq. ID 


LIB3170-022-Q1-J1-E9 


Method 


BLASTN 


NCBI GI 


g3204100 


BLAST score 


86 


E value 


2.0e-40 


Match length 


118 


$; identitv 


93 


NCBI Description 


Cicer arietinum mRNA for hypothetical protein, clone Canl07 


Seq. No* 


42095 


Spa ID 


LIB3170-022-Q1-J1-F4 


Method 


BLASTN 


NCBI GI 


g547507 


BLAST score 


79 


E value 


1.0e-36 


Match length 


115 


% identity 


92 



6652 



NCBI Description G.max mRNA for glutamine synthetase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42096 

LIB3170-022-Q1-J1-G11 

BLASTX 

g3202042 

357 

9.0e-34 

121 

66 

(AF069324) 26S proteasome regulatory subunit S5A 
[Mesembryanthemum crystal linum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42097 

LIB3170-022-Q1-J1-G8 

BLASTX 

g2129698 

280 

7.0e-25 

100 

61 

protein kinase ATN1 (EC 2. 
>gi_l 0 5 4 6 3 3_emb_CAA6 3 3 8 7_ 
[Arabidopsis thaliana] 



7.1.-) - Arabidopsis thaliana 
(X92728) protein kinase 



42098 

LIB3170-022-Q1-J1-H9 

BLASTX 

g3287696 

506 

3.0e-51 

122 
73 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

42099 

LIB3170-022-Q1-K1-C9 

BLASTX 

g729669 

287 

7.0e-26 

98 

59 

HISTONE H2A >gi_2118992_pir S60474 histone H2A - garden 

pea >gi_498896 (U10041) histone H2A homolog [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



42100 

LIB3170-023-Q1-J1-A11 

BLASTN 

g493019 

203 

1.0e-110 

292 

93 



6653 



NCBI Description Glycine max delta-aminolevulinic acid dehydratase (Alad) 
mRNA, complete cds ^ "' c r 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42101 

LIB3170-023-Q1-J1-D1 

BLASTX 

gll72874 

193 

1.0e-14 

88 
42 

DEHY DRAT I ON -RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_47 9589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 



42102 

LIB3170-023-Q1-J1-D5 

BLASTX 

g4337187 

255 

7.0e-22 

82 

60 

(AC006403) putative prolylcarboxypeptidase, 
[Arabidopsis thaliana] 

42103 

LIB3170-023-Q1-J1-F2 

BLASTX 

g4508073 

355 

1.0e-33 

104 

62 

(AC005882) 43220 [Arabidopsis thaliana] 



5 1 partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42104 

LIB3170-023-Q1-J1-F6 

BLASTX 

g3482971 

454 

3.0e-45 

97 

82 

(AL031369) putative protein [Arabidopsis thaliana] 



42105 

LIB3170-023-Q1-J1-F9 

BLASTX 

g3023271 

532 

2.0e-54 

108 

90 

GLUTATHIONE- DEPENDENT FORMALDEHYDE 



DEHYDROGENASE (FDH) 



6654 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(FALDH) (GSH-FDH) >gi_1675394 (U77637) class JII ADH enzyme 
[Oryza sativa] - ' 

42106 

LIB3170-023-Q1-J1-H12 

BLASTX 

g4454480 

191 

1.0e-14 

94 

39 

(AC006234) putative (1-4) -beta-mannan endohydrolase 
[Arabidopsis thaliana] 

42107 

LIB3170-023-Q1-K1-E10 

BLASTX 

g541943 

339 

6.0e-32 

78 
73 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42108 

LIB3170-023-Q1-K1-G4 

BLASTX 

gl778374 

171 

3.0e-12 

67 

51 

(U81287) glycine-rich RNA-binding protein PsGRBP [Pisum 
sativum] 

42109 

LIB3170-024-Q1-J1-A10 

BLASTN 

g556557 

101 

2.0e-49 

236 

86 

Rice mRNA for homologue of Tat binding protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42110 

LIB3170-024-Q1-J1-A11 

BLASTX 

g3269285 

236 

7.0e-20 

56 

80 

(AL030978) hypothetical protein [Arabidopsis thaliana] 



6655 



# 

Seq. No. 42111 
. Seq.- ID " UB3170-U24-Q1-J1-A5 
Method BLASTX 
NCBI GI g3157950 
BLAST score 233 
E value 1.0e-19 
Match length 81 
% identity 59 

NCBI Description (AC002131) Contains similarity to hypothetical protein 
C18bll.05 gb_Z50728 from S. pombe. EST gb_H76601 comes 
from this gene. [Arabidopsis thaliana] 

Seq. No. 42112 

Seq. ID LIB3170-024-Q1-J1-A7 

Method BLASTX 

NCBI GI gl684913 

BLAST score 225 

E value 2.0e-18 

Match length 83 

% identity 53 

NCBI Description (U77888) receptor-like protein kinase [Ipomoea nil] 
Seq. No. 42113 

Seq. ID LIB3170-024-Q1-J1-F12 

Method BLASTX 

NCBI GI gll50932 

BLAST score 123 

E value 4.0e-ll 

Match length 91 

% identity 52 

NCBI Description (X88864) cyclin [Medicago sativa] 
Seq. No. 42114 

Seq. ID LIB3170-024-Q1-K1-D10 

Method BLASTN 

NCBI GI g531832 

BLAST score 34 

E value 1.0e-09 

Match length 101 

% identity 85 

NCBI Description Cloning vector pSport2 7 complete sequence 
42115 

LIB3170-024-Q1-K1-F10 
BLASTN 
g4204373 
96 

8.0e-47 
107 
98 

Zea mays acidic ribosomal protein P2a-3 (rpp2a-3) mRNA, 
partial cds 

Seq. No. 42116 

Seq. ID LIB3170-024-Q1-K1-G10 

Method BLASTN 

NCBI GI g468055 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6656 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282 

1.0e-157 

301 

99 

Zea mays B73 QM protein mRNA, complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42117 

LIB3170-024-Q1-K1-G12 

BLASTN 

g998429 

247 

1.0e-137 

263 
98 

GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



42118 

LIB3170-024-Q1-K1-G9 

BLASTN 

g2599091 



BLAST score 


48 


E value 


3.0e-18 


Match length 


128 


% identity 


84 


NCBI Description 


Arabidopsis thaliana WD-40 repeat protein Mbi4 tixLb±4} 




complete cds 


Seq. No. 


42119 


Seq. ID 


LIB3170-024-Q1-K1-H10 


Method 


BLASTN 


NCBI GI 


gl498596 


BLAST score 


328 


E value 


0.0e+00 


Match length 


338 


% identity 


99 


NCBI Description 


Zea mays phospholipid transfer protein mRNA, complete 


Seq. No. 


42120 


Seq. ID 


LIB3170-025-Q1-J1-C5 


Method 


BLASTX 


NCBI GI 


g3980384 


BLAST score 


155 


E value 


4.0e-10 


Match length 


87 


% identity 


48 


NCBI Description 


(AC004561) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


42121 


Seq. ID 


LIB3170-025-Q1-J1-C9 


Method 


BLASTX 


NCBI GI 


g3024859 


BLAST score 


203 


E value 


1.0e-15 


Match length 


90 


% identity 


43 


NCBI Description 


HYPOTHETICAL PROTEIN AF0130 >gi 2650515 (AE001097) 



mRNA, 



6657 



acetylpolyamine aminohydrolase (aphA) [Archaeoglobus 
fulgidus] 



Seq. No. 


42122 


Seq. ID 


LIB3170-025-Q1-J1-D6 


Method 


oJ_tH.O 1 A 






BLAST score 


o t; Q 


Hi value 




Ma t ch 1 e ng t h 


O 4 


% identity 


DO 


inUdI uescnption 




beq. NO. 




Seq. ID 


LIB3170-025-Q1-J1-E12 


Method 


BLASTX 




rr_11 fiMH 

g*. loji'i j 


biiAbi score 


4 JO 


E value 


0 . Ue~4 j 


Match length 


XoZ 


% identity 


00 


NCBI Description 


^/\v^uU0/Z4j puTzanxve signal recoginuK 




DeX-a SUJjUnit Lrl_L<_iJJXU.Upo-Lo LXlciX -Let-let J 


Seq. No. 


42124 


Seq. ID 


LIB3170-025-Q1-J1-G1 


Method 


nj 7\o T»V 


NCBI GI 


gooboUol 


BLAST score 




E value 


0 . ue~ 10 


Match length 


IZD 


% identity 


37 


NCBI Description 




Seq. No. 


42125 


Seq. ID 


LIB3170-025-Q1-J1-H6 


Method 


BLASTX 


NCBI GI 


g833835 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


72 


% identity 


46 



NCBI Description 



(U26025) amygdalin hydrolase isoform AH I precursor [Prunus 
serotina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



42126 

LIB3170-025-Q1-K1-B4 

BLASTX 

g3341443 

236 

8.0e-20 

92 

51 

(AJ223074) acid phosphatase 
42127 

LIB3170-025-Q1-K1-D5 



[Glycine max] 



6658 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g310575 

146 

2.0e-76 

274 

91 

Glycine max nodulin-26 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42128 

LIB3170-025-Q1-K1-F4 

BLASTX 

g2827715 

180 

3.0e-13 

67 
52 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



Seq. No. 


4 z, iz y 


Seq. ID 


t x m 1 TO — Ol — Tf1 — 
JjId Jl / U~UZO~yJL 1X1 £ 0 


Method 




JNCBi bl 


rrA 1 n^7Qfi 


BLAST score 


152 


E value 


5.0e-10 


Match lengtn 




% identity 


/ y 


NCBI Description 


(AF04yyoU) Fbrz j /-li Lfetunxa x 


Seq. No. 


/i 01 on 
4ZloO 


Seq. ID 




Method 


rsijAb IN 




.nrOQOOCQC 

g jjO^j 


BLAST score 


295 


E value 


1.0e-165 


Match length 


327 


% identity 


97 


NCBI Description 


Glycine max cationic peroxidase 


Seq. No. 


42131 


Seq. ID 


LIB3170-026-Q1-J1-G7 


Method 


BLASTX 


NCBI GI 


gl663724 


BLAST score 


284 


E value 


3.0e-25 


Match length 


93 


% identity 


56 


NCBI Description 


(U50846) 4-coumarate: coenzyme A 


Seq. No. 


42132 


Seq. ID 


LIB3170-026-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3319774 


BLAST score 


150 


E value 


8.0e-10 


Match length 


41 


% identity 


66 



(Prx2) mRNA, complete cds 



6659 



# 



NCBI .Description 4Y16228) T0M7 protein [Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42133 

LIB3170-026-Q1-K1-D4 

BLASTN 

g3510343 

36 

9.0e-ll 

100 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 



42134 

LIB3170-027-Q2-K1-A8 
BLASTX 







BLAST score 


0*7 1 
Z / ± 


E value 


5 . ue— z*t 


warcn jLengtn 


ft A 


% identity 


0 / 


NCBI Description 


(AF056326) myo-inositol 1-phosphate synthase; INOl 




mays] 


Seq. No. 


4Z loO 


Seq. ID 


t tdqi i a no 7 _p,o — ifl — Pi H 


Method 


JDJjilO i IN 


NCBI GI 


go Jyoy D 


BLAST score 


Id / 


E value 


o . ue o o 


Match length 


365 


% identity 


86 


NCBI Description 


Human triglyceride lipase mRNA, complete cds 


Seq. No. 


A O 1 *3 C 

4zloo 


Seq. ID 


JjIoOJL /U UZ / ~^Z i\± 


Method 


BLASTX 


NCBI GI 


gl44832 


BLAST score 


155 


E value 


3.0e-10 


Match length 


56 


% identity 


48 


NCBI Description 


(M74569) dnaJ [Clostridium acetobutylicum] 


Seq. No. 


42137 


Seq. ID 


LIB3170-027-Q2-K1-F5 


Method 


BLASTN 


NCBI GI 


g20657 


BLAST score 


76 


E value 


1.0e-34 


Match length 


124 


% identity 


90 


NCBI Description 


P. sativum Cab II gene for chlorophyll a/b-binding 


Seq. No. 


42138 


Seq. ID 


LIB3170-027-Q2-K1-H8 


Method 


BLASTX 



6660 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129579 - - , \, ; . ^ \ 

167 

4.0e-12 

64 

59 

Dwarfl protein - Arabidopsis thaliana >gi_516043 (U12400) 
Dwarf 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42139 

LIB3170-028-Q1-J1-C11 

BLASTX 

gl346871 

143 

8.0e-09 

70 

47 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR >gi_967968 
(L31936) photosystem II lOkDa polypeptide [Brassica 
campestris] 

42140 

LIB3170-028-Q1-J1-D12 

BLASTX 

gll9143 

181 

5^.0e-22 

119 

57 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606__pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi__1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928__emb_CAA34 455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 


42141 




Seq. ID 


LIB3170-028-Q1-J1 


-E9 


Method 


BLASTX 




NCBI GI 


gl806146 




BLAST score 


289 




E value 


4.0e-26 




Match length 


67 




% identity 


79 




NCBI Description 


(X97317) cdc2MsF 


[Medicago sativa] 


Seq. No. 


42142 




Seq. ID 


LIB3170-028-Q1-J1 


-H9 


Method 


BLASTX 




NCBI GI 


g3650030 




BLAST score 


235 




E value 


1.0e-19 




Match length 


71 




% identity 


58 





6661 



NCBI Description (AC005396) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42143 

LIB3170-028-Q1-K1-B6 

BLASTX 

g2982289 

222 

3.0e-18 

102 
47 

(AF051229) 60S ribosomal protein L17 [Picea mariana] 
42144 

LIB3170-028-Q1-K1-D3 

BLASTX 

g2723477 

313 

8.0e-29 

116 

61 

(D89824) GTP-binding protein [Arabidopsis thaliana] 
42145 

LIB3170-028-Q1-K1-E4 

BLASTX 

gl076485 

289 

4.0e-26 

68 
82 

SAM-synthetase - chickpea (fragment) 

>gi_732576_emb_CAA59508_ (X85252) SAM-synthetase [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42146 

LIB3170-029-Q1-K1-A11 

BLASTN 

gl2307 

69 

2.0e-30 

177 

85 

Spinach plastid genes rps3, rpsl9, rpll4, 
for ribosomal proteins S3, S19, L14, LI 6 

42147 

LIB3170-029-Q1-K1-D6 

BLASTX 

g515377 

174 

8.0e-13 

54 
72 

(X79715) histone H4 [Lolium temulentum] 



rpll6 and rpl22 
and L22 



Seq. No. 
Seq. ID 



42148 

LIB3170-030-Q1-J1-G11 



6662 



Method 


IP 

BLASTN 


NCBI GI 


gl66421 


BLAST score 


1 A C 

105 


E value 


1 . Oe-52 


Match length 


161 


% identity 


92 


NCBI Description 


Medicago 
cds 



sativa ubiquitin carrier 




protein mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42149 

LIB3170-030-Q1-J1-G4 

BLASTX 

g3264759 

181 

2.0e-13 

70 
54 

(AF071889) 40S ribosomal protein S8 



[Prunus armeniaca] 



Corf Mr\ 
O fcr 4 * IN \J * 


42150 


oeq. ijj 




Method 


RT aCTY 
DLno 1 A 


MPT3T (IT 


rr!732515 


DT 7\ QT 1 oorwo 
13J_iriO 1 bL-UIc 


1 U J 


V 1 np 

J_j VQl LAC 


4 . Oe-12 


Match length 


73 


% identity 


58 


NCBI Description 


(U62744) myosin heavy chair 




thaliana] 


Seq. No. 


42151 


Seq. ID 


LIB3170-030-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4220477 


BLAST score 


174 


E value 


1. Oe-12 


Match length 


85 


% identity 


46 


NCBI Description 


(AC006069) unknown protein 


Seq. No. 


42152 


Seq. ID 


LIB3170-030-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl32825 


BLAST score 


153 


E value 


3.0e-10 


Match length 


83 


% identity 


46 


NCBI Description 


SOS RIBOSOMAL PROTEIN CL25 



CHLOROPLAST PRECURSOR 

>gi_71308_pir R5PM25 ribosomal protein PsCL25 precursor, 

chloroplast - garden pea >gi_20877_emb_CAA32187_ (X14022) 
PsCL25 ribosomal preprotein (AA -30 to 74) [Pisum sativum] 



Seq. No 
Seq. ID 
Method 
NCBI GI 



42153 

LIB3170-030-Q1-K1-G1 

BLASTN 

g!1576 



6663 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



333 

0.0e+00 

361 

98 

Soybean plastid DNA for rpsl2, rps7, 16S rRNA, tRNA-Val, 
NADH dehydrogenase and ORF 

42154 

LIB3170-031-Q1-J1-C6 

BLASTX 

g!32521 

206 

4.0e-16 

96 

46 

RAS-RELATED PROTEIN RGP1 (GTP-BINDING REGULATORY PROTEIN 

RGP1) >gi_100684_pir S16554 GTP-binding protein rgpl - 

rice >gi__20356_emb_CAA41966_ (X59276) GTP-binding protein 

[Oryza sativa] >gi_228209_prf 1718315A GTP-binding protein 

[Oryza sativa] 

42155 

LIB3170-031-Q1-J1-G4 

BLASTN 

g3695058 

35 

4.0e-10 

105 

91 

Lotus japonicus rac GTPase activating protein 1 mRNA f 
complete cds 

42156 

LIB3170-031-Q1-K1-A11 

BLASTX 

g464621 

185 

5.0e-14 

85 

44 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

42157 

LIB3170-031-Q1-K1-A6 

BLASTX 

g643469 

308 

3.0e-28 

85 

71 

(U19886) unknown [Lycopersicon esculentum] 
42158 

LIB3170-031-Q1-K1-C7 



6664 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g2959767 
153 

3.0e-10 
99 
40 

(AJ002584) 
(AC005309) 



AtMRP4 [Arabidopsis thaliana] >gi_3738292 
glutathione-con jugate transporter At MRP 4 



[Arabidopsis thaliana] 
42159 

LIB3170-031-Q1-K1-C8 

BLASTN 

gl8644 

187 

1.0e-101 

267 

93 

Soybean mRNA for HMG-1 like protein 
42160 

LIB3170-031-Q1-K1-D12 

BLASTN 

g2852444 

49 

1.0e-18 

129 

84 

Salix bakko mRNA for SUI1 homolog, complete cds 
42161 

LIB3170-032-Q1-K1-A8 

BLASTX 

g417103 

371 

1.0e-35 

101 

77 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825__emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U094 61) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153__ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445__ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



6665 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42162 

LIB3170-033-Q1-J1-D7 

BLASTX 

g2347208 

142 

1.0e-08 

74 

39 

(AC002338) APG protein isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42163 

LIB3170-033-Q1-J1-E5 
BLASTX 
gl29613 
309 

2.0e-28 
61 
85 

CYSTEINE PROTEINASE 
cysteine proteinase 
>gi_l 808 6_emb_CAA2 7609 
[Carica papaya] 



(CLONE PLBPC13) >gi_81562_pir B26074 

(EC 3.4.22.-) 13 - papaya (fragment) 
(X03971) pot. cysteine proteinase 



Seq. No. 


42164 


beq. iu 


T TR^I 70-0?^— HI -TCI -PR 


Method 


T3T 21CTY 
Di_ift.o 1 A 


NCBI GI 


—ot no coo 

g^ / Uoooz 


BLAST score 


241 


E value 


3.0e-20 


Match length 


82 


% identity 


29 


NCBI Description 


(AF029351) putative RNA binding prote: 


Seq. No. 


42165 


Seq. ID 


LIB3170-033-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4056503 


BLAST score 


169 


E value 


3.0e-12 


Match length 


36 


% identity 


86 


NCBI Description 


(AC005896) unknown protein [Arabidops 


Seq. No. 


42166 


Seq. ID 


LIB3170-033-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl053045 


BLAST score 


224 


E value 


1.0e-18 


Match length 


62 


% identity 


79 


NCBI Description 


(U38424) histone H3 [Glycine max] 


Seq. No. 


42167 


Seq. ID 


LIB3170-034-Q1-J1-F1 


Method 


BLASTX 



6666 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl806146 
313 

9.0e-29 

70 
80 

(X97317) 



cdc2MsF [Medicago sativa] 



42168 

LIB3170-034-Q1-J1-F4 

BLASTX 

g2462744 

289 

7.0e-26 

93 
58 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
42169 

LIB3170-034-Q1-J1-G8 

BLAST N 

g3341442 

43 

6.0e-15 

135 

83 

Glycine max mRNA for root nodule acid phosphatase 
42170 

LIB3170-034-Q1-J1-H1 

BLASTX 

g3641870 

153 

5.0e-10 

62 

50 

(AJ011013) hypothetical protein [Cicer arietmum] 
42171 

LIB3170-034-Q1-K1-F7 

BLASTX 

g3056595 

162 

6.0e-ll 

46 

72 

(AC004255) T1F9.16 [Arabidopsis thaliana] 



Seq. No. 


42172 


Seq. ID 


LIB3170- 


Method 


BLASTX 


NCBI GI 


g2827630 


BLAST score 


300 


E value 


4.0e-27 


Match length 


79 


% identity 


68 



NCBI Description 



6667 



Seq. No* 


42173 


Seq. ID 


LIB3170-035-Q1-J1-A9 


Mpt hod 


BLASTN 


NCBI GI 


g2407799 


BLAST score 


34 


E value 


1.0e-09 


Matr*h lpnath 


62 


& *n Hpn t i t v 


89 


NCBI Description 


Arabidopsis thaliana mRNA for histone H2A.F/Z 


Spa No . 


42174 


Seq. ID 


LIB3170-035-Q1-J1-B12 




BLASTN 


NCBI GI 


g3452086 


BLAST score 


296 


E value 


1.0e-166 


M^+T'bi 1 print hi 


335 


% -j Hpn t it v 


98 


NCBI Descriotion 


Glycine max mRNA for 14-3-3 protein, partial 


ij C "kJ • 1* \J • 


42175 


Seq. ID 


LIB3170-035-Q1-J1-B8 


Mot"hnH 


BLASTX 


NCBI GI 


g2252634 


BLAST score 


148 


JZj V O. _L U.C 


1.0e-09 




58 


t> IUCUL.1 uy 


45 


KTPRT Dp ^ciriDtion 


(U95973) hypothetical protein [Arabidopsis thaliana] 




42176 


Sea. ID 


LIB3170-035-Q1-K1-A11 


Mp1~ ViriH 


BLASTN 


NCBI GI 


g2407789 


BLAST score 


33 


Hi V ct J. Lie 


3.0e-09 


M^hph lpnath 

l id u on xt-ny Lii 


49 


i5 _L(J.fcr x l u J_ i_ y 


92 


NCBI Description 


Glycine max grrl (grrl) mRNA, complete cds 


Qprf Mn 
OC^i l^lv • 


42177 


Sea. ID 


LIB3170-035-Q1-K1-D9 


L v iC LilUU 




NCBI GI 






158 


E value 


9.0e-ll 


Match length 


70 


9: -! Hpnt i f v 


51 


KIPRT Hp^rri nti nn 


(AL031004) RSZp22 splicing factor [Arabidopsis thaliana 


>gi 3435094 (AF033586) 9G8-like SR protein [Arabidopsis 




thaliana] 


Seq. No. 


42178 


Seq. ID 


LIB3170-035-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


gll3361 


BLAST score 


227 



6668 



E value 
Match length 
% identity 
NCBI Description 



4.0e-19 

71 

65 

ALCOHOL DEHYDROGENASE 1 >gi_81891_pir S00912 alcohol 

dehydrogenase (EC 1.1.1.1) 1 (clone lambda-PG8) - garden 
pea >gi_20639_eirib_CAA29609_ (X06281) alcohol dehydrogenase 
[Pisum sativum] 



Q cirr Mo 


42179 




LIB3170-035-Q1-K1-F4 




BLASTX 




g4415908 


XJJ-LTTO i. O w -L ^ 


195 


E value 


7.0e-15 


Match length 


109 


% identity 


55 


NCBI Description 


(AC006282) unknown protein 


Seq. No. 


42180 


Seq. ID 


LIB3170-035-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gll72558 


BLAST score 


172 


E value 


9.0e-13 


Match length 


46 


% identity 


74 


NCBI Description 


OUTER PLASTIDIAL MEMBRANE 



PROTEIN PORIN (VOLTAGE-DEPENDENT 
IN) (VDAC) 

>gi_480122_pir S36454 porin porl - garden pea 

>gi_396819_emb__CAA80988__ (Z25540) Porin [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42181 

LIB3170-035-Q1-K1-G4 

BLASTX 

g3341443 

402 

4.0e-39 

130 

60 

(AJ22307 4) acid phosphatase 



[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42182 

LIB3170-035-Q1-K1-G5 

BLASTX 

g548740 

174 

1.0e-12 

81 

38 

SOS RIBOSOMAL PROTEIN Lll >gi_144456 (M94319) ribosomal 
protein Lll [Citrus greening disease-associated 

bacterium-like organism] >giJ739023_prf 2002224B ribosomal 

protein Lll [Citrus greening disease-associated bacterium] 



Seq. No. 
Seq. ID 
Method 



42183 

LIB3170-036-Q1-K1-B3 
BLASTX 



6669 




NCBI GI . g3182915 

BLAST score 141 

E value 7.0e-09 

Match length 64 

% identity 53 

NCBI Description ADP-RIBOSYLATION FACTOR >gi_1842150_dbj_BAA19225_ 

(AB001051) ADP-ribosylation factor [Dugesia japonica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42184 

LIB3170-036-Q1-K1-B9 

BLASTN 

g456567 

95 

5.0e-46 

209 

89 

Pisum sativum ubiquitin conjugating enzyme (UBC4) 
cds 



complete 



Seq, No. 


42185 


Seq. ID 


LIB3170-036-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


142 


E value 


5.0e-09 


Match length 


61 


% identity 


54 


NCBI Description 


(AJ223074) acid phosphatase 


Seq. No. 


42186 


Seq. ID 


LIB3170-036-Q1-K1-E5 


Method 


BLASTN 


NCBI GI 


g!336081 


BLAST score 


119 


E value 


2.0e-60 


Match length 


211 


% identity 


89 


NCBI Description 


Glycine max var. Century as 




mRNA, complete cds 


Seq. No. 


42187 


Seq. ID 


LIB3170-036-Q1-K2-B9 


Method 


BLASTN 


NCBI GI 


g456567 


BLAST score 


102 


E value 


3.0e-50 



2 (APx2) 



Match length 

% identity 

NCBI Description 



209 
89 

Pisum sativum ubiquitin conjugating enzyme 
cds 



(UBC4), complete 



Seq. No. 42188 

Seq. ID LIB3170-036-Q1-K2-E10 

Method BLASTN 

NCBI GI g3341442 

BLAST score 47 

E value 3.0e-17 



6670 



Match length 59 
% identity 95 
NCBI Description Glycine max mRNA 




for root nodule acid phosphatase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42189 

LIB3170-036-Q1-K2-E6 

BLASTN 

gl336081 

161 

2.0e-85 

313 

88 

Glycine max var. Century ascorbate peroxidase 2 
mRNA, complete cds 



(APx2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42190 

LIB3170-036-Q1-K2-G8 

BLASTN 

g2502086 

138 

9.0e-72 

190 

93 

Vigna radiata adenosine triphosphatase mRNA, complete cds 
42191 

LIB3170-037-Q1-J1-C6 

BLASTN 

gl69930 

92 

3.0e-44 

221 

85 

Glycine max calcium dependent protein kinase mRNA 
42192 

LIB3170-037-Q1-J1-D4 

BLASTN 

gll43318 

298 

1.0e-167 

390 

98 

Glycine max biotin carboxyl carrier protein precursor 
(accB-1) mRNA, complete cds 



Seq. No. 42193 

Seq. ID LIB3170-037-Q1-J1-G5 

Method BLASTX 

NCBI GI g3242787 

BLAST score 234 

E value 1.0e-19 

Match length 66 

% identity 68 

NCBI Description (AF055356) respiratory burst oxidase protein E [Arabidops 
thaliana] 



6671 



# 

Seq. No. 42194 . 

Seq. ID LIB3170-037-Q1-K1-B3 

Method BLASTN 

NCBI GI gl928978 

BLAST score 200 

E value 1.0e-108 

Match length 314 

% identity 91 

NCBI Description Vigna unguiculata phospholipase D mRNA, complete cds 




42195 

LIB3170-037-Q1-K1-C7 

BLASTX 

gll69128 

526 

1.0e-53 

159 

65 

SERINE/THREONINE-PROTEIN KINASE CTR1 >gi_166680 (L08789) 
protein kinase [Arabidopsis thaliana] >gi_166682 (L08790) 
protein kinase [Arabidopsis thaliana] 



Seq. No. 42196 

Seq. ID LIB3170-037-Q1-K1-G5 

Method BLASTX 

NCBI GI g3242787 

BLAST score 544 

E value 1.0e-55 

Match length 195 

% identity 56 

NCBI Description (AF055356) respiratory burst oxidase protein E [Arabidopsis 
thaliana] 

Seq. No. 42197 

Seq. ID LIB3170-038-Q1-J1-F11 

Method BLASTX 

NCBI GI g3334665 

BLAST score 158 

E value 9.0e-ll 

Match length 66 

% identity 52 

NCBI Description (Y10492) putative cytochrome P450 [Glycine max] 

Seq. No. 42198 

Seq. ID LIB3170-038-Q1-J1-F12 

Method BLASTX 

NCBI GI g3702323 

BLAST score 166 

E value 9.0e-12 

Match length 42 

% identity 71 

NCBI Description (AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 42199 

Seq. ID LIB3170-038-Q1-K1-A5 

Method BLASTN 

NCBI GI g3821780 



6672 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34 

1.0e-09 

34 

42 

Xenopus laevis cDNA clone 27A6-1 
42200 

LIB3170-038-Q1-K1-E7 

BLASTX 

g2052029 

160 

3.0e-ll 

54 

59 

(Y10820) glutathione transferase [Glycine max] 
42201 

LIB3170-038-Q1-K1-H3 

BLASTX 

g2462760 

139 

7.0e-09 

75 

41 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
42202 

LIB3170-039-Q1-J1-C1 

BLASTX 

g3769673 

326 

3.0e-30 

81 

72 

(AF095285) Tic20 [Pisum sativum] 
42203 

LIB3170-039-Q1-J1-C11 

BLASTN 

g2687434 

87 

2.0e-41 

269 
82 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

42204 

LIB3170-039-Q1-J1-D2 

BLASTX 

gl888485 

222 

2.0e-35 

115 

66 

(Y11749) dihydroflavonol 4-reductase [Vitis vinifera] 



6673 



# 

Seq. No. 42205 
Seq. ID LIB3170-039-Q1-J1-F10 
Method BLASTN 
NCBI GI g210811 
BLAST score 50 
E value 4.0e-19 
Match length 267 
% identity 82 

NCBI Description Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



42206 

LIB3170-039-Q1-J1-G2 

BLASTX 

g2832700 

212 

9.0e-17 

81 

56 

(AL021713) unknown protein [Arabidopsis thaliana] 
42207 

LIB3170-039-Q1-J2-B4 

BLASTX 

g2653879 

155 

3.0e-20 

113 

53 

(AF026389) adenyl cyclase [Nicotiana tabacum] 
42208 

LIB3170-039-Q1-J2-C11 

BLASTN 

g2687434 

136 

1.0e-70 

299 

87 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

42209 

LIB3170-039-Q1-J2-D11 

BLASTX 

gl403522 

182 

2.0e-13 

57 

60 

(X57187) chitinase [Phaseolus vulgaris] 
42210 

LIB3170-039-Q1-J2-D2 

BLASTX 

gl706369 

166 



6674 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-ll 

-42" 
67 

DIHYDROFLAVONOL- 4 -REDUCTASE (DFR) ( DIHYDROKAEMPFEROL 
4 -REDUCTASE) >gi_1066451_emb_CAA91922_ (Z67981) 
dihydrof lavonol 4-reductase [Callistephus chinensis] 

42211 

LIB3170-039-Q1-J2-F10 

BLASTN 

g210811 

58 

7.0e-24 

183 

82 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

42212 

LIB3170-039-Q1-J2-F9 

BIASTX 

g485110 

248 

5.0e-21 

81 

59 

(U00050) similarity across entire gene to DNA-directed RNA 
polymerase [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42213 

LIB3170-039-Q1-K1-B6 

BLASTN 

g!70009 

44 

8.0e-16 

44 

100 

Soybean late embryogenesis abundant 
complete cds 



(LEA) protein mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



42214 

LIB3170-03 9-Q1-K2-A3 

BLASTX 

g3790441 

244 

8.0e-21 

78 
64 

( AFO 30515) chaperonin 
42215 

LIB3170-040-Q1-J1-A1 

BLASTN 

gl044867 

93 

3.0e-45 
101 



60 alpha subunit [Canavalia lineata] 



6675 



% identity 99 

NCBI Description Glycine max mRNA for cinnamic acid 4-hydroxylase (CYP73) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



42216 

LIB3170-040-Q1-J1-B11 

BLASTX 

g3367574 

302 

2.0e-27 

119 

52 

(AL031135) hypothetical protein [Arabidopsis thaliana] 
42217 

LIB3170-040-Q1-J1-D10 

BLASTX 

g2244974 

165 

2.0e-ll 

101 
43 

(Z97340) similarity to pore protein Pisum sativum 
[Arabidopsis thaliana] 

42218 

LIB3170-040-Q1-J1-G4 

BLASTX 

g3395441 

184 

2.0e-13 

60 
63 

(AC004683) unknown protein [Arabidopsis thaliana] 
42219 

LIB3170-040-Q1-K1-A11 

BLASTN 

gl8653 

73 

9.0e-33 

77 

99 

Soybean gene for heat shock protein Gmhspl8 . 5-C (class I) 
42220 

LIB3170-040-Q1-K1-C1 

BLASTX 

g3169719 

415 

1.0e-40 

98 
83 

(AF007109) similar to yeast dcpl [Arabidopsis thaliana] 
42221 

LIB3170-040-Q1-K1-E12 
BLASTX 



6676 



(I 



NCBI GI 


a n r tot < 

g4455274 


BLAST score 


469 


E value 


4.0e-47 


Match length 


122 


% identity 


74 


NCBI Description 


(AL035527) spliceosome associated protein- 




thaliana] 


Seq. No. 


42222 


Seq. ID 


LIB317Q-040-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


g407800 


BIjAST score 


43 


E value 


5.0e-15 


Match length 


79 


% identity 


89 


NCBI Description 


G.hirsutum mRNA for ribosomal protein 41, 




{ RL4 1 j 


Seq. No. 


42223 


Seq. ID 


LIB3170-040-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


418 


E value 


6.0e-41 


Match length 


105 


% identity 


82 


NCBI Description 


(AF067185) aquaporin 2 [Samanea saman] 


Seq. No. 


42224 


Seq. ID 


LIB3170-040-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g4204303 


BLAST score 


454 


E value 


3.0e-45 


Match length 


90 


% identity 


90 


NCBI Description 


(AC003027) lcl_prt_seq No definition line 




[Arabidopsis thaliana] 


Seq. No. 


42225 


Seq. ID 


LIB3170-040-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3894158 


BLAST score 


155 


E value 


1.0e-10 


Match length 


84 


% identity 


35 


NCBI Description 


(AC005312) similar to phloem-specific lect 




thaliana] 


Seq. No. 


42226 


Seq. ID 


LIB3170-040-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g567893 


BLAST score 


144 


E value 


5.0e-09 



found 



[Arabidopsis 



6677 



CP 

Match length 92 

% identity 38 

NCBI Description (L37382) beta-galactosidase-complementation protein 

[Cloning vector] 

Seq. No. 42227 

Seq. ID LIB3170-041-Q1-J1-B5 

Method BLASTX 

NCBI GI g3608133 

BLAST score 265 

E value 4.0e-23 

Match length 80 

% identity 57 , 

NCBI Description (AC005314) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 42228 

Seq. ID LIB3170-041-Q1-J1-E11 

Method BLASTX 

NCBI GI gl877279 

BLAST score 311 

E value 2.0e-28 

Match length 132 

% identity 4 9 

NCBI Description (Z92770) fadE2 [Mycobacterium tuberculosis] 

Seq, No. 42229 

Seq. ID LIB3170-041-Q1-J1-F6 

Method BLASTX 

NCBI GI g4115923 

BLAST score 160 

E value 3.0e-ll 

Match length 52 

% identity 60 

NCBI Description (AF118222) contains similarity to ubiquitin 

carboxyl-terminal hydrolase family 2 (Pf am: PF00443, 
score-40.0, E=5.2e-08, N=l) and (Pf am: PF00442, Score-37 . 9 
E=5.3e-10, N=l) [Arabidopsis thaliana] 

Seq. No. 42230 

Seq. ID LIB3170-041-Q1-J1-F8 

Method BLASTN 

NCBI GI g218264 

BLAST score 170 

E value 1.0e-90 

Match length 347 

% identity 87 

NCBI Description Glycine max mRNA for glycinin A2Bla subunit, complete cds 

Seq. No. 42231 

Seq. ID LIB3170-041-Q1-K1-B2 

Method BLASTN 

NCBI GI gl430886 

BLAST score 56 

E value 9.0e-23 

Match length 68 

% identity 96 

NCBI Description M.sativa mRNA for 70 kD heat shock protein 




6678 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42232 

LIB3170-041-Q1-K1-C11 

BLASTX 

g2459573 

161 

8.0e-ll 

100 

(U75345) envelope protein [Chlamydomonas reinhardtxi] 
42233 

LIB3170-041-Q1-K1-D9 

BLASTN 

g21012 

213 

1.0e-116 

325 

92 

Phaseolus vulgaris mRNA (pR-2) for glutamine synthetase 
(GS, EC 6.3.1.2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42234 

LIB3170-041-Q1-K1-E2 

BLASTX 

g3386621 

160 

5.0e-ll 

64 

48 

(AC004 665) unknown protein [Arabidopsis thaliana] 
42235 

LIB3170-041-Q1-K1-F3 

BLASTX 

g2827141 

303 

9.0e-28 

100 

53 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



42236 

LIB3170-042-Q1-J1-A3 

BLASTN 

g296442 

41 

8.0e-14 

170 

88 



NCBI Description G.max ADR11 mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



42237 

LIB3170-042-Q1-J1-B10 

BLASTX 

g3687249 



6679 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



215 

2.0e-17 

48 
88 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42238 

LIB3170-042-Q1-J1-B3 

BLASTX 

g730538 

301 

1.0e-27 

98 

60 

60S RIBOSOMAL PROTEIN L18A >gi_401845 (L05093) ribosomal 
protein L18a [Homo sapiens] >gi_3702270 (AC005796) 
ribosomal protein L18a [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42239 

LIB3170-042-Q1-J1-E10 

BLASTX 

g3851636 

522 

4.0e-53 

153 

69 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 


42240 


Seq. ID 


LIB3170-042-Q1-J1-E5 


Method 


BLASTX 


NCBI GI 


g3935142 


BLAST score 


144 


E value 


6.0e-09 


Match length 


61 


% identity 


49 


NCBI Description 


(AC005106) T25N20.6 [Arabidopsis 


Seq. No. 


42241 


Seq. ID 


LIB3170-042-Q1-J1-F5 


Method 


BLASTN 


NCBI GI 


g!64047 


BLAST score 


342 


E value 


0.0e+00 


Match length 


434 


% identity 


95 


NCBI Description 


Canine lipase mRNA, complete cds 


Seq. No. 


42242 


Seq. ID 


LIB3170-042-Q1-J1-F6 


Method 


BLASTN 


NCBI GI 


gl885372 


BLAST score 


70 


E value 


4.0e-31 


Match length 


155 



6680 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

Glycine max small subunit ribosomal RNA gene, partial 
sequence, internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence, 
and large subunit ribosomal RNA gene, partial seq 

42243 

LIB3170-042-Q1-J1-F7 

BLASTX 

g4097880 

671 

1.0e-70 

183 

66 

(U70866) polyprotein [Bean pod mottle virus] 
42244 

LIB3170-042-Q1-K1-A4 

BLASTN 

g2511688 

76 

1.0e-34 

145 

89 

Phaseolus vulgaris Moldavian encoding cysteine proteinase 
precursor (clone cp6a) 



Seq. No. 


42245 


Seq. ID 


LIB3170-042-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3063448 


BLAST score 


208 


E value 


2.0e-16 


Match length 


109 


% identity 


36 


NCBI Description 


(AC003981) F22O13.10 [Arabidops 


Seq. No. 


42246 


Seq. ID 


LIB3170-042-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3738312 


BLAST score 


184 


E value 


8.0e-14 


Match length 


49 


% identity 


65 


NCBI Description 


(AC005309) hypothetical protein 


Seq. No. 


42247 


Seq. ID 


LIB3170-042-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2501432 


BLAST score 


180 


E value 


1.0e-13 


Match length 


72 


% identity 


53 


NCBI Description 


UBIQUI TIN-CONJUGATING ENZYME E2- 



LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_214 6981_pir JC4894 



6681 



ubiquit in-conjugating enzyme (EC 6.3.2.-) E2 - human 
>gi_1181558_dbj_BAA11675_ (D83004) ubiquitin-conjugating 
enzyme E2 UbcH-ben [Homo sapiens] 

>gi_4507793__ref_NP_003339. l_pUBE2N_ ubiquitin-conjugating 
enzyme E2N (homologous to yeast UBC13) 



Seq. No. 


42248 


Seq. ID 


LIB3170-042-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4567245 


BLAST score 


238 


E value 


6.0e-20 


Match length 


97 


% identity 


49 


NCBI Description 


(AC007070) unknown protein [Arabidopsis thaliana] 


Seq. No. 


42249 


beq. iu 


T TP^1 nC\ — C\A ^_r\1 _ T1 —Til 0 
lilDOl /U U4j-yi-Jl-iilZ 


Method 


BLASTX 


NCBI GI 


g!33405 


BLAST score 


199 


E value 


5.0e-16 


Match length 


61 


% identity 


61 


NCBI Description 


DNA-DIRECTED RNA POLYMERASE ALPHA CHAIN 




>gi_81956_pir S04384 DNA-directed RNA polymerase 




2.7.7.6) alpha chain - garden pea chloroplast 




v>gi iziou emo umjodoo iaioo4oj kina polymerase a. 




subunit (AA 1-334) [Pisum sativum] 


Seq. No. 


42250 


Seq. ID 


LIB3170-043-Q1-J1-A8 


Method 


BLASTN 


NCBI GI 


gl794171 


BLAST score 


67 


E value 


7.0e-30 


Match length 


95 


% identity 


93 


NCBI Description 


Glycine max lipoxygenase— 3 mRNA, complete cds 


Seq. No. 


42251 


Seq. ID 


LIB3170-043-Q1-J1-B1 


Method 


BLASTN 


NCBI GI 


g999395 


BLAST score 


63 


E value 


6.0e-27 


Match length 


122 


% identity 


88 


NCBI Description 


HSP81-3=heat-shock Protein [Arabidopsis 




thaliana=thale-cress, Genomic , 3094 nt] 


Seq. No. 


42252 


Seq. ID 


LIB3170-043-Q1-J1-B7 


Method 


BLASTN 


NCBI GI 


gl431744 


BLAST score 


34 


E value 


1.0e-09 



6682 



Match length 

% identity 

NCBI Description 



II 

156 
93 

Glycine max sucrose binding protein (sbp) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42253 

LIB3170-043-Q1-J1-B9 

BLASTN 

gl70009 

66 

1.0e-28 

221 

72 

Soybean late embryo gene sis abundant (LEA) protein mRNA, 
complete cds 

42254 

LIB3170-043-Q1-J1-C9 

BLASTN 

gl8614 

171 

3.0e-91 

327 

88 

Soybean mRNA for glycinin AlaBx precursor 
>gi_2170694_dbj_E02463__E024 63 cDNA encoding glycinine 
subunit AlaBlb precursor 

42255 

LIB3170-043-Q1-J1-H8 

BLASTX 

g4097880 

351 

2.0e-33 

113 

64 

(U70866) polyprotein [Bean pod mottle virus] 
42256 

LIB3170-043-Q1-K1-C5 

BLASTX 

gl514643 

440 

1.0e-43 

139 
27 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 
42257 

LIB3170-043-Q1-K1-E10 

BLASTX 

g3668092 

186 

9.0e-14 

109 
49 

(AC004 667) unknown protein [Arabidopsis thaliana] 



6683 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42258 

LIB3170-043-Q1-K1-H6 

BLASTX 

gl38364 

185 

5.0e-14 

50 

74 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639j?ir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

42259 

LIB3170-044-Q1-J1-A3 

BLASTN 

g4469002 

48 

7.0e-18 

164 

82 

Arabidopsis thaliana DNA chromosome 4, BAC clone T29A15 
(ESSA project) 

42260 

LIB3170-044-Q1-J1-C1 

BLASTN 

gl70009 

42 

7.0e-15 

61 

93 

Soybean late embryogenesis abundant (LEA) protein mRNA, 
complete cds 

42261 

LIB3170-044-Q1-J1-C10 

BLASTX 

g3850630 

246 

6.0e-21 

72 
56 

(AJ012581) cytochrome P450 [Cicer arietinum] 
42262 

LIB3170-044-Q1-J1-H6 

BLASTX 

g3341443 

373 

9.0e-36 

121 

61 

(AJ223074) acid phosphatase [Glycine max] 



Seq. No. 



42263 



6684 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3170-044-Q1-K1-D8 

BLASTN 

g56539 

52 

3.0e-20 

155 
92 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 42264 

Seq. ID LIB3170-044-Q1-K1-E5 

Method BLASTX 

NCBI GI g531829 

BLAST score 158 

E value 1.0e-10 

Match length 81 

% identity 47 

NCBI Description (U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

Seq. No. 42265 

Seq. ID LIB3170-044-Q1-K1-G10 

Method BLASTN 

NCBI GI g!8655 

BLAST score 103 

E value 5.0e-51 

Match length 111 

% identity 99 

NCBI Description Soybean heat-shock gene hs6871 sequence 

Seq. No. 42266 

Seq. ID LIB3170-045-Q1-J1-F4 

Method BLASTN 

NCBI GI g732912 

BLAST score 82 

E value 2.0e-38 

Match length 202 

% identity 85 

NCBI Description P. vulgaris mRNA for pectinest erase 

Seq. No. 42267 

Seq. ID LIB3170-045-Q1-J1-F6 

Method BLASTX 

NCBI GI g4468812 

BLAST score 370 

E value 1.0e-35 

Match length 124 

% identity 55 

NCBI Description (AL035601) putative protein [Arabidopsis thaliana] 



Seq. No. 42268 

Seq. ID LIB3170-045-Q1-J1-F8 

Method BLASTX 

NCBI GI g2244898 

BLAST score 154 



6685 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-10 

63 
51 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 

42269 

LIB3170-045-Q1-K1-A8 

BLASTX 

gll3965 

250 

2.0e-21 

140 

18 

ANNEX IN VII (SYNEXIN) >gi_71775_pir LUD07 annexin VII - 

slime mold (Dictyostelium discoideum) 

>gi_829171_emb_CAA42815_ (X60269) annexin 7 [Dictyostelium 
discoideum] 

42270 

LIB3170-045-Q1-K1-B9 

BLASTX 

gl946360 

183 

2.0e-13 

79 

57 

(U93215) elicitor response element binding protein WRKY3 
isolog [Arabidopsis thaliana] 

42271 

LIB3170-045-Q1-K1-D6 

BLASTX 

g629692 

198 

2.0e-15 

42 

88 

hypothetical protein - common tobacco 

>gi_506471_emb_CAA56189_ (X79794) unnamed protein product 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



42272 

LIB3170-045-Q1-K1-F6 

BLASTX 

g4468812 

219 

6.0e-18 

53 
68 

(AL035601) putative protein [Arabidopsis thaliana] 
42273 

LIB3170-04 6-Q1-J1-A10 

BLASTX 

g3341672 

168 



6686 




E value 


8.0e-12 


Match lenath 


100 


% i dent it v 


40 


NCBI Description 


(AC003672) putative heme A: f arnesyltransferase, 5" pai 




[Arabidopsis thaliana] 


Sea No. 


42274 


Seq. ID 


LIB3170-046-Q1-J1-G7 


Method 


BLASTX 


NCBI GI 


gl914683 


BLAST score 


160 


E value 


8.0e-ll 


Match length 


53 


& -j Hpnt" 1 f v 

o xuvii l- -L. i— y 


60 


NCBI Description 


(Y12013) RAD23, isoform I [Caucus carota] 


Cprr No 

OCU > IN W . 


42275 


Seq. ID 


LIB3170-046-Q1-K1-C12 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


411 


E value 


0 . 0e+00 


Mstr*h 1 ^"ncith 


426 




99 


NPRT n^ c ?r*T 'L'Dt ion 

J.1 \^ i—J -L L** C kJ X. -X. k> -U W 1 X 


Sovbean heat— shock t>rotein ( GmhsD26— A) crene, coiriDlete 


c id rr Mo 




Sea. ID 


LIB3170-04 6-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2444176 


BLAST score 


151 


E value 

J—l V C1X> 


7 . Oe-10 


Mstph 1 print h 


97 


o xvuiiwii x y 


37 


NCRT De^pri nt "i on 


(U94782) unconventional myosin [Helianthus annuus] 




'42277 


Sea ID 


LIB3170-04 6-O1-K1-F8 


Method 


BLASTN 


NCBI GI 


g!69980 


BLAST score 


52 


E value 


8.0e-21 


Match lenath 


77 


2r -] Hpflf 1 t V 
O UX J 


95 


NCBI Description 


Soybean heat-shock protein (Gmhsp26-A) gene, complete 


Spa No 


42278 


Seq. ID 


LIB3170-046-Q1-K1-H8 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


36 


E value 


3.0e-ll 


Match length 


37 


% identity 


38 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


42279 



6687 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.LIB3170-047-Q1-J1-A9 
BLASTX 
g!362047 
200 

1.0e-15 

58 

59 

cysteine proteinase (EC 3.4.22.-) precursor - soybean 
>gi_479060_emb_CAA83673_ (Z32795) cysteine proteinase 

[Glycine max] >gi_1096153_prf 2111244A Cys protease 

[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42280 

LIB3170-047-Q1-J1-D8 

BLASTX 

gl502430 

330 

1.0e-30 

97 

69 

(U62331) phosphate transporter [Arabidopsis thaliana] 
>gi_2564661 (AF022872) phosphate transporter [Arabidopsis 
thaliana] >gi_3869206_dbj_BAA34398_ (AB016166) Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 (AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 

42281 

LIB3170-047-Q1-J1-F5 

BLASTN 

g2905771 

144 

4.0e-75 

156 

98 

Glycine max glyceraldehyde-3 phosphate dehydrogenase 
(GAPDH) mRNA, partial cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42282 

LIB3170-047-Q1-J1-F8 

BLASTX 

g3367594 

221 

3.0e-18 

54 

67 

(AL031135) putative protein [Arabidopsis thaliana] 
42283 

LIB3170-047-Q1-J1-G11 

BLASTX 

g2653885 

274 

3.0e-24 

71 

72 

(AF027408) phospholipase D-gamma; PLD-gamma [Arabidopsis 
thaliana] 



6688 



42284 

LIB3170-047-Q1-J1-H7 
BLASTN 
gl053215 
181 

3.0e-97 
373 
87 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

Seq. No. 42285 

Seq. ID LIB3170-047-Q1-K1-B12 

Method BLASTN 

NCBI GI gl70071 

BLAST score 203 

E value 1.0e-110 

Match length 207 

% identity 100 

NCBI Description Soybean calmodulin (SCaM-2) mRNA, complete cds 

Seq. No. 42286 

Seq. ID LIB3170-048-Q1-J1-C1 

Method BLASTN 

NCBI GI g457572 

BLAST score 58 

E value 7.0e-24 

Match length 122 

% identity 87 

NCBI Description V.angularis mRNA for endo-xyloglucan transferase, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42287 

LIB3170-048-Q1-J1-E11 

BLASTX 

g3168840 

168 

1.0e-ll 

39 
77 

(U88711) copper homeostasis factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42288 

LIB3170-048-Q1-J1-F9 

BLASTN 

gl695182 

44 

2.0e-15 

68 

91 

N.tabacum mRNA for isopentenyl pyrophosphate isomerase 



Seq. No. 42289 

Seq. ID LIB3170-048-Q1-J1-G9 

Method BLASTX 

NCBI GI g4262230 



6689 



BLAST score 


256 


R value 


6.0e-22 


Malr'h lencrth 

i id l^h icixy cii 


64 




73 


NCBI Description 


(AC006200) unknown pi 




42290 


Seq. ID 


LIB3170-048-Q1-J1-H5 


Method 


BLASTN 


NCBI GI 


gl8555 


BLAST score 


33 


R v;3 1 np 


4.0e-09 




61 


9- -1 Hani" i 1~\7 


89 


NPRT npqrriDtion 

IN Vw> i— ' J- Us O .L, -X. 


G.max DNA for Cab4 


Oclji In U . 


42291 


Sea ID 


LIB3170-049-Q1-J1-A3 


Mf=» f"hnH 


BLASTX 


NPRT GT 

LNUDl VJJ. 


a4530126 


BLAST score 


198 


E value 


3.0e-15 


Matr'h 1 encrth 


80 




55 




fAF078082} receDtor- 




[Phaseolus vulgaris] 


oeq • LNO . 


42292 


Seq, ID 


LIB3170-049-Q1-J1-B5 


Method 


BLASTN 


NCBI GI 


g999189 


BLAST score 


58 


E value 


8.0e-24 


Match length 


82 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



93 

dihydrofolate reductase-thymidylate synthase=bifunctional 
enzyme [Glycine max, seedling, mRNA, 1794 nt] 

42293 

LIB3170-049-Q1-J1-C8 

BLASTN 

gl220521 

80 

5.0e-37 

104 

94 

Glycine max TATA-box binding protein (STBP1) mRNA, complete 
cds 

42294 

LIB3170-049-Q1-J1-E10 

BLASTX 

g3023713 

210 

1.0e-16 

43 

95 



6690 




NCBI Description ENOLASE (2-PH0SPH0GLYCERATE DEHYDRATASE) 

(2-P805PH0-D-^LYCERAT£ HYDRO-LYASE) (OSE1) >gi_780372 
(U09450) enoiase [Oryza sativa] 

Seq. No. 42295 

Seq. ID LIB3170-049-Q1-J1-F1 

Method BLASTX 

NCBI GI g2347056 

BLAST score 171 

E value 5.0e-12 

Match length 123 

% identity 31 

NCBI Description (AJ000085) Nedd4 protein [Xenopus laevis] 

Seq. No. 42296 

Seq. ID LIB3170-049-Q1-K1-D4 

Method BLASTN 

NCBI GI gl68650 

BLAST score 174 

E value 4.0e-93 

Match length 302 

% identity 89 

NCBI Description Zea mays ubiquitin fusion protein (UBF9) gene, complete 

Seq. No. 42297 

Seq. ID LIB3170-049-Q1-K2-B11 

Method BLASTX 

NCBI GI gl352363 

BLAST score 265 

E value 3.0e-23 

Match length 111 

% identity 50 

NCBI Description ELASTASE IIIA PRECURSOR (PROTEASE E) 

>gi_220014_dbj_BAA00212_ (D00306) pancreatic protease E 

precursor [Homo sapiens] >gi_361780_prf 1410241A 

pancreatic protease E isozyme [Homo sapiens] 

Seq. No. 42298 

Seq. ID LIB3170-049-Q1-K2-B6 

Method BLASTX 

NCBI GI g2244998 

BLAST score 384 

E value 4.0e-37 

Match length 115 

% identity 63 

NCBI Description (Z97341) similarity to probable transcriptional adaptor 
ADA2 [Arabidopsis thaliana] 

Seq. No. 42299 

Seq. ID LIB3170-049-Q1-K2-C11 

Method BLASTX 

NCBI GI gl36406 

BLAST score 130 

E value 1.0e-14 

Match length 95 

% identity 56 

NCBI Description TRYPSINOGEN, CATIONIC PRECURSOR >gi__67551 __pir_TRDGC 



6691 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



trypsin (EC 3.4.21.4) precursor, cationic - dog >gi_164097 
(M11590) cationic trypsinogen precursor [Canis sp.] 

42300 

LIB3170-049-Q1-K2-C4 

BLASTX 

g2129605 

274 

3.0e-24 

74 

76 

GTP-binding protein 2 - Arabidopsis thaliana 
>gi 2129702 pir S71585 Rab2 homolog GTP-binding protein 
ATGB2 - Arabidopsis thaliana >gi_1184983 (U46925) ATGB2 
[Arabidopsis thaliana] >gi_3805852_emb_CAA21472__ (AL031986) 
GTP-binding protein GB2 [Arabidopsis thaliana] 

42301 

LIB3170-049-Q1-K2-D11 

BLASTN 

gl64094 

227 

1.0e-124 

419 
89 

Dog pancreatic anionic trypsinogen mRNA 
42302 

LIB3170-049-Q1-K2-F11 

BLASTN 

gl63925 

51 

1.0e-19 
180 
86 

Dog pancreatic colipase gene, 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



complete cds 



42303 

LIB3170-049-Q1-K2-G6 

BLASTX 

g416873 

171 

9.0e-13 

49 

61 

3-HYDROXYISOBUTYRATE DEHYDROGENASE PRECURSOR (HIBADH) 

>gi_111295__pir A32867 3-hydroxyisobutyrate dehydrogenase 

(EC 1.1.1.31) precursor - rat (fragment) >gi_556389 
(J04628) 3-hydroxyisobutyrate dehydrogenase [Rattus 
norvegicus] 

42304 

LIB3170-04 9-Q1-K2-H12 

BLASTN 

gl64094 

288 

1.0e-161 



6692 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



336 
97 

Dog pancreatic anionic trypsinogen mRNA 
42305 

LIB3170-050-Q1-J1-B6 

BLASTN 

g456713 

43 

5.0e-15 

151 

57 

Glycine max gene for ubiquitin, complete cds 
42306 

LIB3170-050-Q1-J1-D7 

BLASTX 

gl050956 

179 

6.0e-13 

132 
36 

(U26160) 43 kDa secreted glycoprotein precursor 

[Paracoccidioides brasiliensis] >gi__1588394_prf 2208385A 

glycoprotein gp43 [Paracoccidioides brasiliensis] 

42307 

LIB3170-050-Q1-J1-E4 

BLASTX 

g3859548 

139 

1.0e-08 

31 
81 

(AF097182) 
sativa] 



protein phosphatase 2A catalytic subunit [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



42308 

LIB3170-050-Q1-J1-F10 

BLASTX 

g3738302 

145 

5.0e-09 

59 

53 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 

42309 

LIB3170-050-Q1-K1-B11 

BLASTX 

g4325338 

222 

4.0e-18 

93 

52 



6693 




NCBI Description (AF128392) No definition line found [Arabidopsis thaliana] 
42310 

LIB3170-050-Q1-K1-C4 
BLASTX 
gl36636 
235 

7.0e-20 
77 
64 

UBIQUI TIN- CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi 1076424_pir S43781 ubiquitin-conjugating enzyme UBC1 - 

Arabidopsis~thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (EX. 6.3.2.19) >gi_29818 94_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

Seq. No. 42311 

Seq. ID LIB3170-050-Q1-K1-F10 

Method BLASTX 

NCBI GI g4309738 - 

BLAST score 164 

E value 4.0e-13 

Match length 95 

% identity 44 . . 

NCBI Description (AC006439) putative tubby protein [Arabidopsis thaliana] 

Seq. No. 42312 

Seq. ID LIB3170-050-Q1-K1-H3 

Method BLASTX 

NCBI GI g2119719 

BLAST score 266 

E value 2.0e-23 

Match length 81 

% identity 67 , 

NCBI Description heat-shock cognate protein 70-3 - tomato >gi_762844 
(L41253) Hsc70 [Lycopersicon esculentum] 

42313 

LIB3170-051-Q1-J1-A7 
BLASTX 
g3776579 
233 

3.0e-19 
86 
56 

(AC005388) Strong similarity to F22013.22 gi_3063460 myosin 
homolog from A. thaliana BAC gb_AC003981. [Arabidopsis 
thaliana] 



Seq. No. 42314 

Seq. ID LIB3170-051-Q1-J1-D1 

Method BLASTN 

NCBI GI g450544 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6694 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149 

2.0e-78 
289 

88 . 
Mitochondrion Glycine max gene for ATPase proteolipid 

subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42315 

LIB3170-051-Q1-K1-G10 

BLASTX 

g3924596 

222 

3.0e-18 

90 
53 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



42316 

LIB3170-051-Q1-K1-G9 

BLASTX 

g4467128 

200 

1.0e-15 

69 

51 

(AL035538) putative protein [Arabidopsis thaliana] 
42317 

LIB3170-051-Q1-K2-B3 

BLASTX 

g3355474 

283 

2.0e-25 

97 

58 

(AC004218) unknown protein [Arabidopsis thaliana] 
42318 

LIB3170-052-Q1-J1-A3 

BLASTN 

g460933 

33 

5.0e-09 

109 

83 

Cloning vector pUCP18, Escherichia-Pseudomonas shuttle 
vector with beta-lactamase (bla) and LacZ alpha peptide 
(lacZ alpha) genes, complete sequence 

42319 

LIB3170-052-Q1-J1-B8 

BLASTX 

g2618731 

166 

2.0e-ll 
40 



6695 



2r "1 ^-5 A TTi -4- -! 4- \T 


IS 


MPRT Dp^pt i tjI" i on 


(U49077) IAA21 [Arabidopsis thaliana] 




42320 


Seq. ID 


LIB3170-052-Q1-J1-C10 




Diinu 1A 


NCBI GI 


g3850630 


BLAST score 


313 


iii VdlUc 


9 . Oe-29 


i v JaL.cn lengtii 


0 / 








(AJ012581) cytochrome P450 [Cicer arietinum] 


o e q • in u • 


49^21 


Q^rr TD 


LIB3170-052-Q1-J1-C5 




RT.A^TX 


vrp n t pT 
INV^rSx ul 




BLAST score 


254 


E value 


1.0e-21 




117 


■5 xU.cilL.X L.y 


46 


LnLDI Ueo\_-X xp L JLt_J.ll 


(Z46868) exo-1/ 3-beta-glucanase/l, 3-beta-D-< 




glucanohydrolase [Pichia angusta] 


beq. no. 


49^99 


ots^ * X U 


LIB3170-052-Q1-J1-D6 


4** r\ r\ n 

ixie tnoa 


OXinO X A. 


NCBI GI 




bJ-iAbi score 


xOO 


E value 


x • ue xu 


Match length 


68 


% identity 


47 


NCBI Description 


4 -HYDROXYPHEN YLP YRUVATE DIOXYGENASE (4HPPD) 


>gi 2231615 (U87257) 4-hydroxyphenylpyruvat 




[Daucus carota] 



(HPD) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42323 

LIB3170-052-Q1-J1-E10 

BLASTX 

gl545805 

256 

2.0e-22 

88 

39 

(D64052) cytochrome P450 



like TBP [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42324 

LIB3170-052-Q1-J1-F11 

BLASTX 

g4262224 

287 

1.0e-25 

129 

46 

(AC006200) putative amino acid or GABA permease 
[Arabidopsis thaliana] 



6696 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42325 

LIB3170-052-Q1-J1-F3 

BLASTN 

gl399304 

61 

7.0e-26 
105 

90 .to 
Glycine max phosphoinositide-specif ic phospholipase C P13 

mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42326 

LIB3170-052-Q1-J1-G3 

BLASTX 

g2529663 

164 

3.0e-ll 

69 

49 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42327 

LIB3170-052-Q1-K1-C4 

BLASTX 

g3250695 

222 

3.0e-21 

80 
53 

(AL024486) putative protein [Arabidopsis thaliana] 
42328 

LIB3170-052-Q1-K1-D6 

BLASTX 

g3334219 

224 

1.0e-18 

97 
53 

4 -HYDROXYPHENYLPYRUVATE DIOXYGENASE (4HPPD) (HPD) 
>gi_2231615 (U87257) 4-hydroxyphenylpyruvate dioxygenase 
[Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42329 

LIB3170-052-Q1-K1-G4 

BLASTX 

g2244904 

193 

6.0e-15 

99 

9 

(Z97339) similar to hypothetical protein C02F5.7 - Caenorha 
[Arabidopsis thaliana] 



Seq. No. 



42330 



6697 



Seq. ID 


LIB3170-052-Q1-K1-H7 


Method 


BLASTN 


NCBI GI 


gl389896 




fin 


E value 


4.0e-37 


Match length 


108 


% identity 


94 


NCBI Description 


Glycine max 68 kDa LEA protein mRNA, complete cds 


Seq. No. 


42331 


Seq. ID 


LIB3170-053-Q1-J1-A3 


Method 


BLASTN 


NCBI GI 


gll42620 


BLAST score 


48 


Sit VdJ-Llc 


o . ue — io 


Match length 


208 


% identity 


84 


NCBI Description 


Phaseolus vulgaris phaseolin G-box binding protein PG2 


> 


(PG2) mRNA, partial cds 


Seq. No. 


42332 


Seq. ID 


LIB3170-053-Q1-J1-A4 


Method 


BLASTX 


NCBI GI 


g4006899 


-D-Urio 1 bCOlc 




E value 


2.0e-20 


Match length 


83 


% identity 


57 


NCBI Description 


(Z99708) putative protein [Arabidopsis thaliana] 


Seq. No. 


42333 


Seq. ID 


LIB3170-053-Q1-J1-A6 


Method 


BLASTN 


NCBI GI_ 


g2583106 


BLAST score 


53 


P 1 no 


ft n^i—oi 
o • ue zi 


Match length 


105 


% identity 


88 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F4L23 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


42334 


Seq. ID 


LIB3170-053-Q1-J1-C5 


Method 


BLASTX 


NCBI GI 


gl362047 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


89 


% identity 


46 



NCBI Description 



cysteine proteinase (EC 
>gi_4 7 90 60_emb_CAA8 3 67 3_ 
[Glycine max] >gi_1096153_prf 
[Glycine max] 



4.22.-) precursor - soybean 
Z32795) cysteine proteinase 
2111244A Cys protease 



Seq. No. 
Seq. ID 
Method 



42335 

LIB3170-053-Q1-J1-G11 
BLASTX 



6698 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3395441 
244 

1.0e-20 

74 
68 

(AC004683) unknown protein [Arabidopsis thaliana] 
42336 

LIB3170-053-Q1-K1-A3 

BLASTX 

g2244974 

424 

1.0e-41 

159 

58 

(Z97340) similarity to pore protein Pisum sativum 
[Arabidopsis thaliana] 

42337 

LIB3170-053-Q1-K1-B5 

BLASTX 

g4415933 

395 

3.0e-38 

124 

67 

(AC006418) putative cellular apoptosis susceptibility 
protein [Arabidopsis thaliana] 

>gi_4559390_gb_AAD23050.1_AC006526_15 (AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42338 

LIB3170-053-Q1-K1-C7 

BLASTX 

g531829 

166 

1.0e-ll 
79 
49 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



42339 

LIB3170-053-Q1-K1-E3 

BLASTX 

g2708744 

141 

6.0e-09 

88 
36 

(AC003952) putative Bop-like zinc finger protein 
[Arabidopsis thaliana] 

42340 

LIB3170-054-Q1-J1-A3 
BLASTX 



6699 




NCBI GI 


g2346988 


BLAST score 


218 


E value 


1. Oe-17 


Match length 


121 


% identity 


45 


NCBI Description 


(AB006606) ZPT4-4 [Petunia x hybrida] 


Seq. No. 


42341 


Seq. ID 


LIB3170-054-Q1-J1-C1 


Method 


BLASTN 


NCBI GI 


g22075 


BLAST score 


91 


E value 


1.0e-43 


Match length 


187 


% identity 


87 


NCBI Description 


Vigna unguiculata cDNA for stored cotyledon mRNA 


Seq. No. 


42342 


Seq. ID 


LIB3170-054-Q1-J1-E1 


Method 


BLASTN 


NCBI GI 


gl8743 


BLAST score 


47 


E value 


2. Oe-17 


Match length 


178 


% identity 


83 


NCBI Description 


G.max mRNA from stress -induced gene (SAM22) 


Seq. No. 


42343 


Seq. ID 


LIB3170-054-Q1-J1-F1 


Method 


BLASTX 


NCBI GI 


g4490743 


BLAST score 


385 


E value 


4.0e-37 


Match length 


96 


% identity 


74 


NCBI Description 


(AL035708) putatxve protein [Arabidopsis thalrana] 


Seq. No. 


42344 


Seq. ID 


LIB3170-054-Q1-J1-H5 


Method 


BLASTX 


NCBI GI 


g3122703 


BLAST score 


176 


E value 


6.0e-13 


Match length 


59 


% identity 


64 


NCBI Description 


60S RIBOSOMAL PROTEIN L23A >gi__2641201 (AF031542) 




protein L23a [Fritillaria agrestis] 


Seq. No. 


42345 


Seq. ID 


LIB3170-054-Q1-J1-H9 


Method 


BLASTX 


NCBI GI 


g4204268 


BLAST score 


152 


E value 


3.0e-10 


Match length 


71 


% identity 


48 


NCBI Description 


(AC005223) 62134 [Arabidopsis thaliana] 



6700 



Seq. No. 42346 

Seq. ID LIB3170-054-Q1-K1-A7 

Method BLASTX 

NCBI GI g4510339 

BLAST score 234 

E value 1.0e-19 

Match length 103 

% identity 4 6 

NCBI Description (AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 

Seq. No. 42347 

Seq. ID LIB3170-054-Q1-K1-E10 

Method BLASTX 

NCBI GI gl931645 

BLAST score 465 

E value 2.0e-46 

Match length 155 

% identity 61 

NCBI Description (U95973) Fe(II) transporter isolog [Arabidopsis thaliana] 

Seq. No. 42348 

Seq. ID LIB3170-054-Q1-K1-F1 

Method BLASTX 

NCBI GI g4490743 

BLAST score 144 

E value 5.0e-09 

Match length 74 

% identity 50 

NCBI Description (AL035708) putative protein [Arabidopsis thaliana] 

Seq. No. 42349 

Seq. ID LIB3170-054-Q1-K1-F2 

Method BLASTX 

NCBI GI g531829 

BLAST score 142 

E value 5.0e-09 

Match length 76 

% identity 47 

NCBI Description (U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

Seq. No. 42350 

Seq. ID LIB3170-054-Q1-K1-G4 

Method BLASTX 

NCBI GI g2262115 

BLAST score 153 

E value 5.0e-lG 

Match length 94 

% identity 39 

NCBI Description (AC002343) cellulose synthase isolog [Arabidopsis thaliana] 

Seq. No. 42351 

Seq. ID LIB3170-055-Q1-K1-A11 

Method BLASTN 

NCBI GI g392820 



6701 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



113 

1.0e-56 

165 

100 

Glycine max Williams cellulase mRNA, partial cds 
42352 

LIB3170-055-Q1-K1-A4 

BLASTX 

g4469009 

327 

2.0e-30 

126 

60 

(AL035602) putative protein [Arabidopsis thaliana] 
42353 

LIB3170-055-Q1-K1-C1 

BLASTX 

gl418990 

255 

3.0e-22 

72 

68 

(Z75524) unknown [Lycopersicon esculentum] 
42354 

LIB3170-055-Q1-K1-D1 

BLASTX 

g531829 

147 

2.0e-09 

79 

42 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

42355 

LIB3170-055-Q1-K1-F10 

BLASTX 

gll01770 

200 

2.0e-15 
77 
75 

(U39448) 
mariana] 



MYB-like transcriptional factor MBF1 [Picea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42356 

LIB3170-055-Q1-K1-F12 

BLASTX 

gl653246 

232 

2.0e-19 

122 

39 

(D90912) hypothetical protein [Synechocystis sp.] 



6702 






Seq. No. 


42357 




Seq. ID 


LIB3170-055-Q1-K1-G7 




Method 


BLASTN 




NCBI GI 


g2920665 




BLAST score 


168 




E value 


2.0e-89 




Match length 


284 




% identity 


90 




NCBI Description 


Glycine max 2,4~D inducible glutathione S-transf erase 






(GSTa) niRNA, complete cds 




Seq. No. 


42358 




Seq. ID 


LIB3170-055-Q1-K1-H8 




Method 


BLASTX 




NCBI GI 


g3212865 




BLAST score 


292 




E value 


7.0e-39 


•S 


Match length 


160 




% identity 


59 




NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 




Seq. No. 


42359 


o 


Seq. ID 


LIB3170-056-Q1-K1-D1 






BLASTX 




NCBI GI 


g3258575 




BLAST score 


439 




E value 


2.0e-43 




Match length 


151 


LJi 


% identity 


59 




NCBI Description 


(U89959) Hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


42360 




Seq. ID 


LIB3170-056-Q1-K1-D7 




Method 


BLASTX 




NCBI GI 


g3004556 




BLAST score 


195 




E value 


7.0e-15 




Match length 


99 




% identity 


43 




NCBI Description 


(AC003673) hypothetical protein [Arabidopsis thaliana 




Seq. No. 


42361 




Seq. ID 


LIB3170-056-Q1-K1-G1 




Method 


BLASTN 




NCBI GI 


al70023 




BLAST score 


60 




E value 


4.0e-25 




Match length 


140 




% identity 


91 




NCBI Description 


Glycine max maturation-associated protein (MAT9) mRNA 






complete cds 




Seq. No. 


42362 




Seq. ID 


LIB3170-057-Q1-J1-A5 




Method 


BLASTX 




NCBI GI 


g2078350 



6703 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198 

3.0e-15 

118 
48 

(U95923) 



transaldolase [Solanum tuberosum] 



42363 

LIB3170-057-Q1-K1-B2 

BLASTX 

g567893 

255 

6.0e-22 

95 

55 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 



42364 

LIB3170-057-Q1-K1-E1 

BLASTX 

g2494299 

219 

1.0e-17 

120 
43 

EUKARYOTIC TRANSLATION INITIATION 
(EIF-2-BETA) >gi_1732361 (U80269) 
factor 2 beta [Malus domestical 



FACTOR 2 BETA SUBUNIT 
translation initiation 



Seq. No. 
Seq. ID 
Method 



42365 

LIB3170-057-Q1-K1-F9 

BLASTX 

g567890 

149 

1.0e-09 

86 
41 

(L37352) beta-galactosidase-complementation protein 
[Cloning vector] 

42366 

LIB3170-057-Q1-K1-H1 

BLASTX 

gl345842 

138 

7.0e-09 

50 
56 

139 KD CRYSTAL PROTEIN (DELTA ENDOTOXIN) (CRYSTALINE 

ENTOMOCI DAL PROTOXIN) >gi_80480_pir S00873 parasporal 

crystal protein - Bacillus thuringiensis subsp. 
thuringiensis >gi_580949_emb_CAA29898_ (X06711) 
delta-endotoxin (AA 1-1228) [Bacillus thuringiensis] 

42367 

LIB3170-057-Q1-K1-H6 
BLASTX 



6704 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2801701 
288 

1.0e-25 

186 
33 

(AF042379) spindle pole body protein spc97 homolog GCP2 
[Homo sapiens] 

42368 

LIB3170-058-Q1-J1-E12 

BLASTX 

g2865394 

206 

3.0e-16 

57 

63 

(AF036949) basic leucine zipper protein [Zea mays] 
42369 

LIB3170-058-Q1-J1-E8 

BLASTX 

g418854 

587 

9.0e-61 

118 

18 

ubiquitin precursor - parsley >gi_2 8 8 112_emb_CAA4 5 62 1_ 
(X64344) polyubiquitin [Petroselinum crispum] 

>gi_288114_emb_CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 

42370 

LIB3170-058-Q1-J1-E9 

BLASTN 

g!199562 

52 

2.0e-20 

88 

90 

Glycine max 34 kDa maturing seed vacuolar thiol protease 
mRNA f complete cds 

42371 

LIB3170-058-Q1-J1-G11 

BLASTN 

g2605511 

57 

2.0e-23 

105 

90 

Glycine max mRNA for beta subunit of beta conglycinin, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



42372 

LIB3170-058-Q1-J1-H3 

BLASTN 

g511937 



6705 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



128 

8.0e-66 

206 
91 

Soybean mRNA for cysteine proteinase, complete cds 
42373 

LIB3170-058-Q1-K1-A11 

BLASTX 

g2764574 

221 

5.0e-18 

103 

48 

(AJ001009) pore protein of 24 kD (OEP24) [Pisum sativum] 
42374 

LIB3170-058-Q1-K1-B4 

BLASTX 

gl32521 

366 

4.0e-35 

100 

70 

RAS -RELATED PROTEIN RGP1 (GTP-BINDING REGULATORY PROTEIN 

RGP1) >gi_100684_pir S16554 GTP-binding protein rgpl - 

rice >gi_20356_emb_CAA41966_ (X59276) GTP-binding protein 

[Oryza sativa] >gi_228209_prf 1718315A GTP-binding protein 

[Oryza sativa] 



Seq. No. 


42375 


Seq. ID 


LIB3170-058-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


gl68579 


BLAST score 


122 


E value 


7.0e-62 


Match length 


370 


% identity 


87 


NCBI Description 


Maize pyruvate, orthophosphate dikinase mRNA 


Seq. No. 


42376 


Seq. ID 


LIB3170-058-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


g303900 


BLAST score 


469 


E value 


0.0e+00 


Match length 


503 


% identity 


32 


NCBI Description 


Soybean gene for ubiquitin, complete cds 


Seq. No. 


42377 


Seq. ID 


LIB3170-059-Q1-J1-C1 


Method 


BLASTN 


NCBI GI 


gl!42618 


BLAST score 


65 


E value 


4.0e-28 


Match length 


121 



6706 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

88 

Phaseolus vulgaris phaseolin G-box binding protein PG1 
(PG1) mRNA, complete cds 

42378 

LIB3170-059-Q1-J1-G4 

BLASTN 

gl399379 

53 

3.0e-21 

93 

89 

Glycine max S-adenosyl-L-methionine:delta24-sterol-C- 
methyltransf erase mRNA, complete cds 

42379 

LIB3170-060-Q1-J1-A6 

BLASTX 

g2642154 

158 

1.0e-10 

50 
48 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_3790595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42380 

LIB3170-060-Q1-J1-C7 

BLASTN 

g633598 

47 

2.0e-17 

79 
90 

N.tabacum mRNA for inorganic pyrophosphatase 
42381 

LIB3170-060-Q1-K1-A3 

BLASTX 

g4455364 

330 

8.0e-31 

107 ^ 
60 

(AL035524) 
thaliana] 



(TVPSclone) 



senescence-associated protein-like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42382 

LIB3170-060-Q1-K1-D11 

BLASTX 

g2191150 

385 

3.0e-37 

109 

38 

(AF007269) similar to mitochondrial carrier family 



6707 




[Arabidopsis thaliana] 



Seq. No. 


42383 


Seq. ID 


LIB3170-060-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4263790 


BLAST score 


189 - 


E value 


3.0e-14 


Match length 


130 


% identity 


40 


NCBI Description 


(AC006068) putative ch-TOG protein [Arabidopsis thaliana] 


Seq. No. 


42384 


Seq. ID 


LIB3170-060-Q1-K1-G9 


Method 


BLASTN 


NCBI GI 


g944814 


BLAST score 


174 


E value 


4.0e-93 


Match length 


270 


% identity 


91 


NCBI Description 


Pueraria lobata mRNA for chalcone flavanone isomerase, 




complete cds 


Seq. No. 


42385 


Sea ID 


LIB3 17 0-0 61-01- J1-E12 


Method 


BLASTN 


NCBI GI 


g310579 


BLAST score 


389 


E value 


0.0e+00 


Match length 


389 


% identity 


100 


NCBI Description 


Glycine max protein kinase 2 (SPK-2) mRNA, complete cds 


Seq. No. 


42386 


Seq. ID 


LIB3170-061-Q1-J1-F2 






NCBI GI 


g2459445 


BLAST score 


185 


E value 


6.0e-14 


Match length 


101 


% identity 


23 


NCBI Description 


(AC002332) putative ribonucleoprotein [Arabidopsis 




thaliana] 


Seq. No. 


42387 


Sea ID 


LIB3170-061-O1-J1-FR 


Method 


BLASTX 


NCBI GI 


g3894183 


BLAST score 


273 


E value 


3.0e-24 


Match length 


91 


% identity 


65 


NCBI Description 


(AC005662) calmodulin- like protein [Arabidopsis thaliana] 


Seq. No. 


42388 


Seq. ID 


LIB3170-061-Q1-K2-E4 


Method 


BLASTX 



6708 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g531829 
190 

2.0e-14 

79 
49 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 



42389 

LIB3170-061-Q1-K2-G3 

BLASTX 

gl36125 

203 

7.0e-16 

79 
51 

PUTATIVE AC TRANSPOSASE (ORFA) 
(X05424) ORFa [Zea mays] 



>gi 22113_emb_CAA29005_ 



42390 

LIB3170-062-Q1-J1-A4 

BLASTN 

g476213 

69 

2.0e-30 

117 

91 

Glycine max Century 84 p24 oleosin isoform A gene, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



42391 

LIB3170-062-Q1-J1-B5 

BLASTX 

g2828280 

240 

2.0e-20 

88 

58 

(AL021687) putative protein [Arabidopsis thaliana] 
>gi_2832633_emb_CAA16762_ (AL021711) putative protein 
[Arabidopsis thaliana] 

42392 

LIB3170-062-Q1-J1-C12 

BLASTX 

g4455278 

256 

5.0e-22 

77 

57 

(AL035527) hypothetical protein [Arabidopsis thaliana] 
42393 

LIB3170-062-Q1-J1-D5 

BLASTX 

g4262225 

356 



6709 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



1.0e-33 

103 
61 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 

42394 

LIB3170-062-Q1-J1-F10 

BLASTN 

g945059 

117 

4.0e-59 

173 

92 

Vigna unguiculata ami no imidazole ribonucleotide (AIRS) 
synthetase (pur 5) mRNA, complete cds 

1 42395 
LIB3170-064-Q1-J1-C12 
BLASTX 
g2464864 
607 

4.0e-63 

179 

36 

(Z99707) putative protein [Arabidopsis thaliana] 
42396 

LIB3170-064-Q1-J1-G12 

BLASTX 

gl730172 

218 

1.0e-17 

54 
80 

GLUCOSE-6-PHOSPHATE ISOMERASE, CYTOSOLIC 1 (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) { PHOSPHOHEXOSE ISOMERASE) 

(PHI) >gi_1364077__pir S57830 glucose-6-phosphate isomerase 

(EC 5.3.1.9) isoenzyme 1, cytosolic - Clarkia xantiana 
>gi_784974_emb_CAA56693_ (X80666) glucose- 6-phosphate 
isomerase [Clarkia xantiana] >gi_1370068_emb_CAA61566__ 
(X89386) glucose-6-phosphate isomerase [Clarkia xantiana] 

42397 

LIB3170-064-Q1-K1-C7 

BLASTX 

g2651305 

198 

4.0e-15 

64 
61 

(AC002336) hypothetical protein [Arabidopsis thaliana] 
42398 

LIB3170-064-Q1-K1-D2 

BLASTN 

gl8764 



6710 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



444 

0.0e+00 

448 

100 

G.max tefSl gene for elongation factor EF-la 
42399 

LIB3170-064-Q1-K1-F12 

BLASTX 

g2281107 

150 

2.0e-09 

97 

43 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
42400 

LIB3170-064-Q1-K1-G12 

BLASTX 

g462147 

442 

1.0e-49 

115 
88 

GLUCOSE- 6- PHOSPHATE I SOME RASE, CYTOSOLIC (GPI) 
(PHOSPHOGLUCOSE I SOME RASE) (PGI) (PHOSPHOHEXOSE ISOMERASE) 

(PHI) >gi_541866_pir S41808 glucose- 6-phosphate isomerase 

(EC 5.3.1.9) - Arabidopsis thaliana 

>gi_415923_emb_CAA48940_ (X69195) glucose-6-phosphate 
isomerase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42401 

LIB3170-064-Q1-K1-G8 

BLASTX 

g3482967 

264 

4*0e-23 

119 

47 

(AL031369) Protein phosphatase 2C-like protein 
thaliana] >gi_4559345_gb_AAD23006. 1_AC006585_1 
protein phosphatase 2C [Arabidopsis thaliana] 



[Arabidopsis 
(AC006585) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42402 

LIB3170-064-Q1-K1-H5 

BLASTN 

g2815245 

86 

1.0e-40 

242 

84 

C.arietinum mRNA for 
CanMT-2) 



class I type 2 metallothionein (clone: 



Seq. No. 
Seq. ID 
Method 



42403 

LIB317 0-065-Q1-J1-A4 
BLASTN 



6711 



CI 



NCBI GI gl8642 

BLAST score 65 

E value 4.0e-28 

Match length 121 

% identity 93 

NCBI Description G.max mRNA from stress-induced gene (H4) 

Seq. No. 42404 

Seq. ID LIB3170-065-Q1-J1-A6 

Method BLASTX 

NCBI GI g2832625 

BLAST score 140 

E value 9.0e-09 

Match length 51 

% identity 47 

NCBI Description (AL021711) putative protein [Arabidopsis thaliana] 




Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42405 

LIB3170-065-Q1-K1-B9 

BLASTX 

g81760 

186 

9.0e-14 

101 

44 

auxin-induced protein - soybean (fragment) 
42406 

LIB3170-0 65-Q1-K1-C1 

BLAST N 

g!69980 

51 

1.0e-19 

95 
88 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
42407 

LIB3I70-065-Q1-K1-D9 

BLASTX 

g3746568 

174 

3.0e-13 

67 

55 

(AF061638) branched-chain alpha-keto acid decarboxylase El 
beta subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42408 

LIB3170-065-Q1-K1-F6 

BLASTX 

gl871526 

169 

1.0e-ll 

165 

29 

(X81997) leucine-rich-repeat protein [Helianthus annuus] 



6712 



II 



Seq. No. 


42409 


Seq. ID 


LIB3170-065-Q1-K1-H1 


Method 


RT ZIQTY 
DJLiriO 1 A 


NCBI GI 


g4091080 


BLAST score 


213 


E value 


6.0e-20 


Match length 


131 


% Identity 


50 


NCBI Description 


(AF045571) nucleic acid 


Seq. No. 


42410 


Seq. ID 


LIB3170-065-Q1-K1-H2 


Method 


DT TVQTY 

rSJ-iiio 1 A 


NCBI GI 


g4091080 


BLAST score 


149 


E value 


1.0e-09 


Match length 


61 


% identity 


52 


NCBI Description 


(AF045571) nucleic acid 


Seq. No. 


42411 


Seq. ID 


LIB3170-Q66-Q1-J1-A3 


Method 


IDLiAO 1 IN 


NCBI GI 


g!8662 


BLAST score 


166 


E value 


2.0e-88 


Match length 


329 


% identity 


87 


NCBI Description 


Glycine max hsp 70 gene 


Seq. No. 


42412 


Seq. ID 


LIB3170-066-Q1-J1-D8 


Method 


BLASTX 




«OOQ1 A A Q 

gzzo 14 4 y 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


50 


% identity 


64 


NCBI Description 


(U90214) leucine zipper 




[Nicotiana tabacum] 


Seq. No. 


42413 


Seq. ID 


LIB3170-066-Q1-J1-F2 


Method 


BLASTX 


NCBI GI 


g2462823 


BLAST score 


169 


E value 


6.0e-12 


Match length 


57 


% identity 


58 



NCBI Description 



Seq. No. 
Seq. ID 
Method 



(AF000657) unknown protein [Arabidopsis thaliana] 
>gi_2829907 (AC002311) Unknown protein [Arabidopsis 
thaliana] 

42414 

LIB3170-066-Q1-K1-D1 
BLASTX 



6713 



CI 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g2440160 
242 

2.0e-20 

124 

45 

(Y14836) beta-galactosidase 
pTZ19U] 



[Phagemid cloning vector 



42415 

LIB3170-066-Q1-K1-D3 

BLASTX 

gl076286 

212 

2.0e-17 

58 

72 

amidophosphoribosyltransf erase - Arabidopsis thaliana 
>gi_469193_dbj_BAA06023_ (D28868) 

amidophosphoribosyltransf erase [Arabidopsis thaliana] 
42416 

LIB3170-066-Q1-K1-G1 

BLASTN 

g531832 

49 

1.0e-18 

225 
80 

Cloning vector pSport2, complete sequence 
42417 

LIB3170-067-Q1-J1-A1 

BLASTX 

g4388728 

208 

3.0e-16 

69 

52 

(AC006413) putative grrl-like protein [Arabidopsis 
thaliana] 

42418 

LIB3170-067-Q1-J1-A10 

BLASTX 

gl362051 

595 

7.0e-62 

140 

81 

protein kinase 3 - soybean >gi_310582 (L19361) protein 
kinase 3 [Glycine max] 

42419 

LIB3170-067-Q1-J1-B11 

BLASTN 

g555615 

389 



6714 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



0.0e+00 

413 

99 

Glycine max Mandarin cytokinin induced message (ciml) mRNA, 
complete cds 



42420 

LIB3170-067-Q1-J1-D3 

BLASTN 

g2661020 

143 

1.0e-74 

235 

90 

Glycine max catalase 



(cat4) mRNA, complete cds 



42421 

LIB3170-067-Q1-J1-E6 

BLASTX 

g2969887 

463 

3.0e-46 

124 

74 

(Y16766) sucrose/H+ symporter [Daucus carota] 

>gi_2 96988 9_emb_CAA7 63 68_ (Y16767) sucrose/H+ symporter 

[Daucus carota] 

42422 

LIB3170-067-Q1-J1-E9 

BLASTX 

g231585 

233 

2.0e-19 

142 

44 

ATP SYNTHASE ALPHA CHAIN, MITOCHONDRIAL 

>gi_418790_pir S29792 H+-transporting ATP synthase (EC 

3.6.1.34) alpha chain - soybean mitochondrion 

>gi 22739_emb__CAA78407_ (Z14031) atpA [Glycine max] 



42423 

LIB3170-067-Q1-J1-F11 

BLASTN 

g669093 

49 

9.0e-19 

65 
94 

A.majus chloroplast psaB gene 



(mutant en:alba-l) 



42424 

LIB3170-067-Q1-J1-G9 

BLASTN 

gl217993 

33 

4.0e-09 



6715 



Match length 

% identity 

NCBI Description 



® 



61 
97 

Glycine max dynamin-like protein SDL12A mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42425 

LIB3170-067-Q1-K1-B3 

BLASTN 

g2264321 

39 

2.0e-12 

99 

32 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXM12, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42426 

LIB3170-067-Q1-K1-C1 

BLASTX 

g3548803 

267 

1.0e-23 

82 

70 

(AC005313) putative DNA-binding protein [Arabidopsis 
thaliana] >gi_4335770_gb_AAD17447_ (AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 



Seq. No. 


42427 


Seq. ID 


LIB3170-067-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g825756 


BLAST score 


169 


E value 


5.0e-12 


Match length 


63 


% identity 


56 


NCBI Description 


(U12391) beta-galactosidase 




pSport2 ] 


Seq. No. 


42428 


Seq. ID 


LIB3170-067-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl70920 


BLAST score 


174 


E value 


2.0e-13 


Match length 


67 


% identity 


66 


NCBI Description 


(M62396) ribosomal protein 


Seq. No. 


42429 


Seq. ID 


LIB3170-067-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4510373 


BLAST score 


210 


E value 


1.0e-16 


Match length 


135 


% identity 


36 


NCBI Description 


(AC007017) putative harpin- 



[Cloning vector- 



[Candida maltosa] 



6716 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42430 

LIB3170-067-Q1-K1-G6 

BLASTX 

g531389 

159 

9.0e-ll 

46 

65 

(U12626) copia-like retrotransposon Hopscotch polyprotein 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42431 

LIB3170-067-Q1-K1-G9 

BLASTX 

gl!74867 

291 

3.0e-26 

71 
76 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX UBIQUINONE-BINDING 
PROTEIN QP-C (UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8.2 
KD PROTEIN) >gi_633687_emb_CAA55862_ (X79275) 
ubiquinol — cytochrome c reductase [Solanum tuberosum] 

>gi_1094912_prf 2107179A cytochrome c 

oxidase :SUBUNIT^8.2kD [Solanum tuberosum] 



Seq. No. 


42432 


Seq. ID 


LIB3170-067-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone , 


Seq. No. 


42433 


Seq. ID 


LIB3170-067-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g417154 


BLAST score 


402 


E value 


3.0e-39 


Match length 


129 


% identity 


67 


NCBI Description 


HEAT SHOCK PROTEIN 82 >gi 



protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb__CAA77978_ (211920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



42434 

LIB3170-068-Q1-J1-H6 

BLASTN 

g2052028 

81 

9.0e-38 



6717 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215 
87 

G.max mRNA for glutathione transferase 
42435 

LIB3170-068-Q1-K1-B11 

BLASTN 

g256634 

45 

3.0e-16 

57 

46 

KTil=Kunitz trypsin inhibitor KTil, KTi2=Kunitz trypsin 
inhibitor KTi2 [soybeans, Genomic, 3269 nt] 

42436 

LIB3170-068-Q1-K1-G11 

BLASTX 

g3122602 

140 

7.0e-09 

73 

37 

PEROXISOMAL TARGETING SIGNAL 2 RECEPTOR (PTS2 RECEPTOR) 
(PEROXIN-7) >gi_1890657 (U69171) peroxisomal PTS2 receptor 
[Mus mus cuius] 

42437 

LIB3170-069-Q1-J1-B10 

BLASTX 

g2961389 

356 

1.0e-33 

92 

68 

(AL022141) purple acid phosphatase like protein 
[Arabidopsis thaliana] >gi_4006925_emb_CAB16853_ (Z99708) 
purple acid phosphatase like protein [Arabidopsis thaliana] 

42438 

LIB3170-069-Q1-J1-C12 

BLASTN 

gl431738 

104 

3.0e-51 

222 

91 

Soybean (Glycine max) 
(Gmhspl7.5-M) 



low MW heat shock protein gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



42439 

LIB3170-069-Q1-J1-D6 

BLASTX 

g2213608 

213 

7.0e-17 
120 



6718 



% identity 

NCBI Description 



37 

(AC000103) F21J9.2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42440 

LIB3170-069-Q1-J1-E4 

BLASTN 

g2342957 

100 

5,0e-49 

128 

95 

Glycine tabacina ribulose 1, 5-bisphosphate 
carboxylase-oxygenase large subunit (rbcL) gene, 
choloroplast gene encoding chloroplast protein, partial cds 



Seq. No. 


42441 


Seq. ID 


LIB3170-069-Q1-J1-G6 


Method 


BLASTN 


NCBI GI 


g725331 


BLAST score 


439 


E value 


0.0e+00 


Match length 


447 


% identity 


100 


INVwlJ A. Ut: o Ui -Ly) UlUll 


Oj.yuilIc lUClA 1LUL UvJOIlUllU.i. XvJii 


Seq. No. 


42442 


Seq. ID 


LIB3170-069-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


gl68665 


BLAST score 


173 


E value 


8.0e-93 


Match length 


200 


% identity 


98 


isiu±3± ues cnprion 


jyiaize lu—Kua zem~z iukima, 


Seq. No. 


42443 


Seq. ID 


LIB3170-069-Q1-K1-B9 


Method 


BLASTN 


NCBI GI 


gl68700 


BLAST score 


174 


E value 


4,0e-93 


Match length 


204 


% identity 


96 


NCBI Description 


Z.r^ays zein mRNA, complete 


Seq. No. 


42444 


Seq. ID 


LIB3170-069-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


gl6072 


BLAST score 


178 


E value 


2.0e-95 


Match length 


213 


% identity 


97 


NCBI Description 


Acetabularia mediterranea 


Seq. No. 


42445 


Seq. ID 


LIB3170-069-Q1-K1-D12 



DNA sequence 



complete cds 



zein gene 



6719 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22528 
104 

1.0e-51 

215 

88 

Zea mays mRNA encoding a zein (clone A20) 
42446 

LIB3170-069-Q1-K1-F12 

BLASTN 

gl68484 

86 

1.0e-40 

227 
92 

Maize endosperm glutelin-2 gene, complete cds 
42447 

LIB3170-069-Q1-K1-H10 

BLASTN 

gl6072 

170 

9.0e-91 

212 

96 

Acetabularia mediterranea zein gene 



42448 

LIB3170-069-Q1-K1-H11 

BLASTN 

g22531 

92 

3.0e-44 

123 

94 

Zea mays mRNA encoding a zein 
>gi_270688_gb_I03336_ Sequence 
>gi_270741_gb_l03273_ Sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



clone pZ22.1) 

10 from Patent US 4885357 

2 from Patent US 



42449 

LIB3170-070-Q1-J1-B2 

BLASTN 

gl8725 

138 

1.0e-71 

214 
91 

Soybean (G. max) 
antigen (PCNA) , 



mRNA for proliferating cell nuclear 
partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



42450 

LIB3170-070-Q1-J1-B3 

BLASTN 

g984307 

104 

1.0e-51 



6720 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

128 
96 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 
component (psal), ORF 202 protein {ORF 203) , ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 

42451 

LIB3170-070-Q1-J1-D2 

BLASTN 

g547507 

72 

2.0e-32 

172 
85 

G.max mRNA for glutamine synthetase 
42452 

LIB3170-070-Q1-J1-F3 

BLASTX 

g4115377 

147 

1.0e-09 

40 

65 

(AC005967) unknown protein [Arabidopsis thaliana] 
42453 

LIB3170-070-Q1-J1-F4 

BLASTX 

g2465923 

273 

4.0e-24 

111 

49 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 


42454 


Seq. ID 


LIB3170 


Method 


BLASTX 


NCBI GI 


g882341 


BLAST score 


164 


E value 


3.0e-ll 


Match length 


58 


% identity 


55 


NCBI Description 


(U24702 


Seq. No. 


42455 


Seq. ID 


LIB3170 


Method 


BLASTN 


NCBI GI 


gl4311 


BLAST score 


84 


E value 


1.0e-39 


Match length 


112 


% identity 


96 



LRP1 [Arabidopsis thaliana] 



6721 



NCBI Description G.max chloroplast gene rps!9 and flanking regions 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42456 

LIB3170-070-Q1-K2-A4 

BLASTX 

g3608175 

274 

1.0e-24 

82 
73 

(AB008186) proliferating cell nuclear antigen [Pisum 
sativum] >gi_3821259_emb_CAA77062_ (Y18135) PCNA protein 
[Nicotiana tabacum] >gi_437 9382_emb_CAA76392_ (Y16796) 
proliferating cell nuclear antigen [Pisum sativum] 



Seq. No. 


42457 


Seq. ID 


LIB3170-071-Q1-J1-A3 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


50 


E value 


1.0e-19 


Match length 


78 


% identity 


46 






Seq. No. 


42458 


Seq. ID 


LIB3170-071-Q1-J1-A8 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


213 


E value 


1.0e-116 


Match length 


257 


% identity 


48 






Seq. No. 


42459 


Seq. ID 


LIB3170-071-Q1-J1-D1 


Method 


BLASTN 


NCBI GI 


gl70087 


BLAST score 


44 


E value 


1.0e-15 


Match length 


241 


% identity 


84 


NCBI Description 


G.max vegetative storage protein 


Seq. No. 


42460 


Seq. ID 


LIB3170-071-Q1-J1-D8 


Method 


BLASTX 


NCBI GI 


g3668091 


BLAST score 


277 


E value 


1.0e-24 


Match length 


93 


% identity 


11 


NCBI Description 


(AC004667) hypothetical protein 


Seq. No. 


42461 


Seq. ID 


LIB3170-071-Q1-K1-C11 



(VSP25 gene) 



6722 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g531828 

43 

3.0e-15 

87 
87 

Cloning vector pSportl, complete cds 
42462 

LIB3170-071-Q1-K1-F12 

BLASTN 

g497899 

48 

4.0e-18 

64 

94 

Populus trichocarpa * Populus deltoides (clone 

sam. Pdx. Pt . 2) S-adenosyl methionine synthetase mRNA, 

complete cds 



Seq. No. 


42463 


Seq. ID 


LIB3170-072-Q1-J1-C9 


Method 


BLASTX 


NCBI GI 


g4234955 


BLAST score 


494 


E value 


8.0e-50 


Match length 


186 


% identity 


56 


NCBI Description 


(AF098971) NBS-LRR-li 


Seq. No. 


42464 


Seq. ID 


LIB3170-072-Q1-J1-D12 


Method 


BLASTX 


NCBI GI 


g3122858 


BLAST score 


500 


E value 


1.0e-50 


Match length 


126 


% identity 


79 


NCBI Description 


D-3-PH0SPHOGLYCERATE 



[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



YDROGENASE PRECURSOR 
>gi_2189964_dbj_BAA20405_ (AB003280) Phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 

>gi_2804258_dbj_BAA24440_ (AB010407) phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 

42465 

LIB3170-072-Q1-J1-E3 

BLASTX 

g4325345 

263 

1.0e-22 

91 

18 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Score=42.9, E=1.4e-ll, N=l) ; contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, E=1.4e-42, 
N=l) [Arabidopsis thaliana] 



6723 



€1 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42466 

LIB3170-072-Q1-J1-G7 

BLASTN 

g336274 

53 

6.0e-21 

260 
56 

Alnus incana chloroplast 23S rRNA, 
tRNA-Arg, and tRNA-Asn genes 



4.5S rRNA, 5S rRNA, 



Seq. No. 


42467 


Seq. ID 


LIB3170-072-Q1-K1-B9 


Method 


DiltiO IVi 


NCBI GI 


g310575 


BLAST score 


161 


E value 


2.0e-85 


Match length 


336 


% identity 


89 


NCBI Description 


Glycine max nodulin-26 mRNA, complete cds 


Seq. No. 


42468 


Seq. ID 


LIB3170-072-Q1-K1-D7 


Method 


BLASTX 




— A A C.1 1 O A -> 


BLAST score 


146 


E value 


3.0e-09 


Match length 


98 


% identity 


37 


NCBI Description 


(AL035538) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


42469 


Seq. ID 


LIB3170-072-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4539373 


BLAST score 


123 


E value 


5.0e-ll 


Match length 


88 


% identity 


38 


NCBI Description 


(AL049525) putative retrotransposon polyprotein 




[Arabidopsis thaliana] 


Seq. No. 


42470 


Seq. ID 


LIB3170-073-Q1-J1-A11 


Method 


BLASTN 


NCBI GI 


g!663542 


BLAST score 


107 


E value 


5.0e-53 


Match length 


267 


% identity 


86 



NCBI Description Glycine max clone RLG4a disease resistance protein homolog 
gene, partial cds 



Seq. No. 42471 

Seq. ID LIB3170-073-Q1-J1-A3 

Method BLASTN 

NCBI GI gl305548 



6724 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



66 

5.0e-29 

155 

86 

Glycine max asparagine synthetase mRNA, complete cds 
42472 

LIB3170-073-Q1-J1-B9 

BLASTX 

g4432814 

247 

5.0e-21 
87 

(AC006593) unknown protein [Arabidopsis thaliana] 
42473 

LIB3170-073-Q1-J1-D8 

BLASTX 

gl353166 

311 

2.0e-28 

148 

45 

HYPOTHETICAL 85.2 KD PROTEIN F52C9.3 IN CHROMOSOME III 
>gi_1055058 (U39850) coded for by C. elegans cDNA cm5h3; 
weakly similar to PIR:A43289 human CDC4 homolog CDC4L 
[Caenorhabditis elegans] 

42474 

LIB3170-073-Q1-J1-E10 

BLASTX 

g2244802 

151 

8.0e-10 

106 

35 

(Z97336) retrovirus-related polyprotein homolog 
[Arabidopsis thaliana] 

42475 

LIB3170-073-Q1-K1-G1 

BLASTX 

g629693 

214 

1.0e-17 

62 
53 

probable integrase - common tobacco (fragment) 
>gi_530742_emb_CAA56791_ (X80830) integrase [Nicotiana 
tabacum] 

42476 

LIB3170-073-Q1-K1-H4 

BLASTX 

gl370287 

205 



6725 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-16 

66 
58 

(Z73553) core protein [Pisum sativum] 
42477 

LIB3170-074-Q1-J1-B2 

BLASTX 

g3953470 

155 

2.0e-10 

47 
62 

(AC002328) F20N2.15 [Arabidopsis thaliana] 
42478 

LIB3170-074-Q1-J1-G6 

BLASTX 

g!788132 

142 

1.0e-08 

58 

47 , 
(AE000277) putative transport protein [Escherichia coli] 

42479 

LIB3170-074-Q1-J1-H4 

BLASTX 

gl781348 

244 

6.0e-21 

75 

64 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42480 

LIB3170-075-Q1-K1-G12 

BLASTX 

gl657617 

276 

1.0e-24 

74 

73 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42481 

LIB3170-075-Q1-K2-A1 

BLASTN 

g529396 

215 

1.0e-117 

407 

88 

Human pancreatic amylase (amy2A) mRNA, complete cds. 



6726 




>gi_4502084_ref JSfM_000699.1_AMY2A_ Homo sapiens amylase, 
alpha 2A; pancreatic (AMY2A) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42482 

LIB3170-075-Q1-K2-A4 

BLASTN 

gll768 

69 

2.0e-30 

233 

82 

Chloroplast N. tabacum ATPase alpha subunit gene 
42483 

LIB3170-075-Q1-K2-B1 

BLASTN 

g!64047 

154 

4.0e-81 

374 

85 

Canine lipase mRNA, complete cds 
42484 

LIB3170-075-Q1-K2-E2 

BLASTN 

g4322254 

36 

7.0e-ll 

85 

92 

Corythophora alta rpl20-5 T -rpsl2 intergenic region, 
chloroplast sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42485 

LIB3170-076-Q1-J1-C12 

BLASTX 

g4376203 

214 

4.0e-17 

63 

57 

(U35226) putative cytochrome P-450 [Nicotiana 
p lumbagi ni f o 1 i a ] 

42486 

LIB3170-07 6-Q1-J1-C6 

BLASTX 

g2961389 

363 

2.0e-34 

98 

66 

(AL022141) purple acid phosphatase like protein 
[Arabidopsis thaliana] >gi_4006925_emb_CAB16853_ (Z99708) 
purple acid phosphatase like protein [Arabidopsis thaliana] 



6727 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42487 

LIB3170-076-Q1-J1-D9 

BLASTX 

g2632252 

265 

4.0e-23 

145 

43 

(Y124 64) serine/threonine kinase [Sorghum bicolor] 
42488 

LIB3170-076-QW1-E12 

BLASTX 

g3319342 

143 

2.0e-09 

39 

39 

(AF077407) similar to mitochondrial carrier proteins (Pfam 
mit_carr . hmm, score: 79.74 and 42.50) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42489 

LIB3170-076-Q1-J1-F10 

BLASTX 

g3342249 

233 

2.0e-19 

98 
50 

(AF047719) 
(AF047720) 



GA3 [Arabidopsis thaliana] >gi_3342251 
GA3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42490 

LIB3170-076-Q1-J1-F9 

BLASTX 

g4325354 

302 

4.0e-28 

103 

58 

(AF128395) contains similarity to retrovirus-related 
polyproteins and to CCHC zinc finger protein (Pfam: 
PF00098, Score=16.3, E-0.051, E=* 1} [Arabidopsis thaliana] 

42491 

LIB3170-076-Q1-J1-H6 

BLASTN 

gl70067 

49 

8.0e-19 

153 
83 

Soybean (G.max) proline-rich cell wall protein (SbPRP3) 
gene, complete cds 



Seq. No. 



42492 



6728 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3170-076-Q1-K1-A4 

BLASTX 

g2129840 

143 

4.0e-09 

49 

63 

nucleosome assembly protein 1 - soybean >gi_1161252 
(L38856) nucleosome assembly protein 1 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42493 

LIB3170-076-Q1-K1-F10 

BLASTX 

g3342253 

392 

4.0e-38 

122 
61 

(AF047721) GA3 [Arabidopsis thaliana] 
42494 

LIB3170-076-Q1-K1-H8 

BLASTN 

gl70067 

80 

5.0e-37 

308 

84 

Soybean (G.max) proline-rich cell wall protein 
gene, complete cds 



(SbPRP3) 



Seq. No. 


42495 


Seq. ID 


LIB3170-077- 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


116 


E value 


9.0e-59 


Match length 


228 


% identity 


88 


NCBI Description 


Glycine max 


Seq. No. 


42496 


Seq. ID 


LIB3170-077- 


Method 


BLASTX 


NCBI GI 


g4454307 


BLAST score 


164 


E value 


3.0e-ll 


Match length 


56 


% identity 


55 


NCBI Description 


(AJ132763) 


Seq. No. 


42497 


Seq. ID 


LIB3170-077 


Method 


BLASTN 


NCBI GI 


g609224 


BLAST score 


101 


E value 


1.0e-49 



cyclophilin [Pseudotsuga menziesii] 



6729 



Match length 

% identity 

NCBI Description 



217 
87 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. It) 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42498 

LIB3170-077-Q1-K1-E4 

BLASTX 

gl654140 

178 

4.0e-13 

53 
72 

(U37840) lipoxygenase [Lycopersicon esculentum] 



42499 

LIB3170-077-Q1-K1-E7 

BLASTN 

gl8729 

91 

1.0e-43 

262 
84 

Soybean (Glycine max) 



18S ribosomal RNA 



42500 

LIB3170-077-Q1-K1-E9 

BLASTN 

gl209887 

41 

7.0e-14 

117 
84 

Glycine max nonsymbiotic hemoglobin gene, complete cds 
42501 

LIB3170-077-Q1-K1-H3 

BLASTX 

g2832709 

507 

1.0e-51 

114 

83 

(AL021713) neoxanthin cleavage enzyme-like protein 
[Arabidopsis thaliana] 

42502 

LIB3170-078-Q1-J1-E2 

BLASTN 

g!4311 

83 

3.0e-39 

123 

92 

G.max chloroplast gene rpsl9 and flanking regions 



6730 



Seq. No. 


*± j \j j 


oeq. J-lj 


LIB3170-078- 


Method 


DLlTuJ X A 


NCBI GI 


g4467151 


BLAST score 


203 


E value 


7 . 0e-16 


Mat en xengtn 




% identity 




jnudjl uescripuiuu 


( AL0355401 


Seq. No. 




oeq. iu 


LIB3170-078 


Metnoa 




NCBI GI 




BLAST score 


157 


E value 


4.0e-ll 


Match length 




■6 identity 


ft 9 


NCBI Description 


^ riv^U UU1UDJ 




Seq. No. 




Seq. ID 


LIB3170-078 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


196 


E value 


3.0e-15 



Strong similarity to Oryza NADPH oxidase 
. [Arabidopsis thaliana] 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



89 
46 

(L08199) peroxidase [Gossypium hirsutum] 
42506 

LIB3170-078-Q1-K1-E2 

BLASTN 

gl2212 

66 

6.0e-29 

172 

87 

S.alba chloroplast rpl23 and rpl2 genes for ribosomal 
proteins L23 and L2 

42507 

LIB3170-078-Q1-K1-F10 

BLASTX 

g2443890 

172 

3.0e-12 

36 

89 

(AC002294) similar to NAM (gp_X92205_1321924) and CUC2 
(gp_AB002560_1944132) proteins [Arabidopsis thaliana] 

42508 

LIB3170-078-Q1-K1-H11 

BLASTN 

g3063391 



6731 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

7.0e-ll 

80 
86 

Vigna radiata mRNA for Ca2+/H+ exchanger, complete cds 
42509 

LIB3170-079-Q1-J1-A4 

BLASTX 

gl346882 

162 

3.0e-ll 

50 
64 

PHYTOENE SYNTHASE PRECURSOR (MEL5) >gi_2129505_pir S56668 

geranylgeranyl-diphosphate geranylgeranyltransf erase (EC 
2.5.1.32) precursor - muskmelon >gi_870985_emb_CAA85775__ 
(Z37543) phytoene synthase [Cucumis melo] 



Seq* No. 


42510 


Seq. ID 


LIB3170-079-Q1-J1-B8 


Method 


BLASTX 


NCBI GI 


g3914055 


BLAST score ^ 


167 


E value 


2.0e-ll 


Match 3 encrt*h 


88 


% identity 


41 


NCBI Description 


MUTS PROTEIN HOMOLOG * 




sapiens] >gi 4505251 : 




homolog 


Seq. No. 


42511 


Seq. ID 


LIB3170-07 9-Q1-J1-D3 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


59 


E value 


2.0e-24 


Match length 


111 


% identity 


90 


NCBI Description 


G.max tefSl gene for < 


Seq. No. 


42512 


Seq. ID 


LIB3170-079-Q1-J1-G7 


Method 


BLASTN 


NCBI GI 


g!8764 


BLAST score 


46 


E value 


1.0e-16 


Match length 


162 


% identity 


82 


NCBI Description 


G.max tefSl gene for < 


Seq. No. 


42513 


Seq. ID 


LIB3170-079-Q1-J1-H2 


Method 


BLASTX 


NCBI GI 


g3786006 


BLAST score 


145 


E value 


3.0e-09 



mutS {E. coli) 



6732 



Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
46 

(AC005499) hypothetical protein [Arabidopsis thaliana] 
42514 

LIB3170-079-Q1-K1-A9 

BLASTN 

g531828 

54 

1.0e-21 

90 

90 

Cloning vector pSportl, complete cds 
42515 

LIB3170-07 9-Q1-K1-B11 

BLASTN 

g!70089 

103 

7.0e-51 

218 

88 

G.max vegetative storage protien mRNA (VSP27) , complete cds 
42516 

LIB3170-079-Q1-K1-E2 

BLASTX 

g4455338 

155 

2.0e-10 

39 

67 

(AL035525) putative protein [Arabidopsis thaliana] 
42517 

LIB3170-079-Q1-K1-G6 

BLASTN 

gl8764 

81 

1.0e-37 

277 

86 

G.max tefSl gene for elongation factor EF-la 
42518 

LIB3170-080-Q1-J1-F10 

BLASTX 

g4185513 

233 

2.0e-19 

63 

73 

(AF102823) actin depolymerizing factor 5 [Arabidopsis 
thaliana] >gi_4185517 (AF102825) actin depolymerizing 
factor 5 [Arabidopsis thaliana] 



Seq. No. 



42519 



6733 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



LIB3170-080-Q1-J1-F11 

BLASTX 

g2851508 

167 

6.0e-16 

76 
59 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb AA395597 / gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

42520 

LIB3170-080-Q1-K1-C8 

BLASTN 

g343648 

76 

1.0e-34 

180 

86 

Vigna unguiculata chloroplast ribosomal protein (LI 6 and 
L14) genes, 3' and 5" end respectively 



Seq. No. 


42521 


Seq. ID 


LIB3170-080- 


Method 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


270 


E value 


6.0e-24 


Match length 


111 


% identity 


52 


NCBI Description 


(AC003000) 


Seq. No. 


42522 


Seq. ID 


LIB3170-080 


Method 


BLASTX 


NCBI GI 


g3834302 


BLAST score 


442 


E value 


5.0e-44 


Match length 


117 


% identity 


79 


NCBI Description 


(AC005679) 




from Oryza 




this gene. 


Seq. No. 


42523 


Seq. ID 


LIB3170-080 


Method 


BLASTX 


NCBI GI 


g3834302 


BLAST score 


172 


E value 


2.0e-12 


Match length 


46 


% identity 


76 


NCBI Description 


(AC005679) 




from Oryza 




this gene. 



hypothetical protein [Arabidopsis thaliana] 



sativa. ESTs gb_F14272 
[Arabidopsis thaliana] 



and gb_F14273 come from 



sativa. ESTs gb_F14272 and gb__F14273 come from 
[Arabidopsis thaliana] 



6734 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42524 

LIB3170-081-Q1-J1-B11 

BLASTX 

g4559342 

237 

8.0e-20 

63 

68 

(AC007087) putative copper methyl amine oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42525 

LIB3170-081-Q1-J1-B4 

BLASTX 

g4006828 

226 

2.0e-18 

134 
32 

(AC005970) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 


42526 


Seq. ID 


LIB3170-081- 


Method 


BLASTX 


NCBI GI 


g3935168 


BLAST score 


163 


E value 


4.0e-ll 


Match length 


58 


% identity 


48 


NCBI Description 


(AC004557) 


Seq. No. 


42527 


Seq. ID 


LIB3170-081 


Method 


BLASTX 


NCBI GI 


g2388586 


BLAST score 


444 


E value 


4.0e-44 


Match length 


152 


% identity 


57 


NCBI Description 


(AC000098) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
42528 

LIB3170-081-Q1-J1-F4 

BLASTN 

g!695795 

51 

1.0e-19 

150 

89 - 

Pisum sativum 18S small subunit nuclear ribosomal RNA gene 



Seq. No. 
Seq. ID 

Method 



42529 

LIB3170-081-G1-J1-H3 
BLASTX 



6735 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl223784 
154 

3.0e-10 

49 
57 

(X96475) alpha-tubulin [Reticulomyxa filosa] 



42530 

LIB3170-081-Q1-K1-B7 

BLASTX 

g3023713 

228 

7.0e-25 

96 

67 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) 
(U09450) enolase [Oryza sativa] 



>gi_780372 



42531 

LIB3170-081-Q1-K1-D9 

BLASTX 

g2920666 

205 

2.0e-16 

73 
58 

(AF048978) 2,4-D inducible glutathione S- 
[Glycine max] 



transferase 



42532 

LIB3170-081-Q1-K1-H4 

BLASTX 

g629693 

164 

8.0e-12 

70 

44 

probable integrase - common tobacco (fragment) 
>gi_5307 42_emb_CAA567 91_ (X80830) integrase [Nicotiana 
tabacum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



42533 

LIB3170-082-Q1-J1-B2 

BLASTN 

g2687430 

38 

1.0e-12 

42 

98 

Acorus gramineus large subunit 26S ribosomal RNA gene, 
partial sequence 

42534 

LIB3170-082-Q1-J1-B4 

BLASTX 

g4263831 



6736 




BLAST score 


142 


E value 


8.0e-09 


Match length 


73 


% identity 


41 


NCBI Description 


(AC006067) putative reverse transcriptase [Arabidopsis 




t ha liana] 


Seq. No. 


42535 


Seq. ID 


LIB3170-082-Q1-K1-D8 


Method 


BLASTN 


NCBI GI 


g2920665 


BLAST score 


241 


E value 


1.0e-133 


Match length 


280 


% identity 


97 


NCBI Description 


Glycine max 2,4-D inducible glutathione S-transferase 




(GSTa) mRNA, complete cds 


Seq. No. 


42536 


Seq. ID 


LIB3170-082-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3297823 


BLAST score 


265 


E value 


1.0e-26 


Match length 


123 


% identity 


46 


NCBI Description 


(AL031032) putative protein [Arabidopsis thaliana] 


Seq. No. 


42537 


Seq. ID 


LIB3170-083-Q1-J1-B12 


Method 


BLASTN 


NCBI GI 


g725331 


BLAST score 


545 


E value 


0.0e+00 


Match length 


565 


% identity 


99 


NCBI Description 


Glycine max mitochondrion polymorphic marker DNA sequence 


Seq. No. 


42538 


Seq. ID 


LIB3170-083-Q1-J1-B2 


Method 


BLASTN 


NCBI GI 


gl370200 


BLAST score 


140 


E value 


9.0e-73 


Match length 


204 


% identity 


92 


NCBI Description 


L.japonicus mRNA for small GTP-binding protein, RAC2 


Seq. No. 


42539 


Seq, ID 


LIB3170-083-Q1-J1-B4 


Method 


BLASTX 


NCBI GI 


g!351033 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


111 


% identity 


41 


NCBI Description 


STEM 31 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 



6737 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN VSP25) >gi_170088 (M20037) vegetative storage 
protein [Glycine max] 

42540 

LIB3170-083-Q1-J1-C1 

BLASTN 

g3334857 

237 

1.0e-130 

474 

77 

Solanum tuberosum mitochondrial trnC, trnNl, trnY, nad2 
genes 

42541 

LIB3170-083-Q1-J1-C11 

BLASTX 

g3128177 

146 

3.0e-09 

59 

51 

(AC004521) unknown protein [Arabidopsis thaliana] 
42542 

LIB3170-083-Q1-J1-C3 

BLASTX 

g2982459 

198 

4.0e-15 

76 

53 

(AL022223) putative protein [Arabidopsis thaliana] 
42543 

LIB3170-083-Q1-J1-C5 

BLASTX 

g3269282 

155 

3.0e-10 

107 

39 

(AL030978) putative protein [Arabidopsis thaliana] 
42544 

LIB3170-083-Q1-J1-C9 

BLASTX 

g4510375 

162 

7.0e-ll 

90 

49 

(AC007017) putative homeotic protein BELl [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



42545 

LIB3170-083-Q1-J1-E1 



6738 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CD 



BLASTX 

g3650035 

285 

2.0e-25 

145 

42 

(AC005396) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42546 

LIB3170-083-Q1-J1-G4 

BLASTN 

g547507 

68 

4.0e-30 

147 

87 

G.max mRNA for glutamine synthetase 
42547 

LIB3170-084-Q1-J1-B5 

BLASTN 

g849135 

99 

3.0e-48 

183 

97 

Vigna radiata vacuolar H+-ATPase subunit A mRNA, complete 
cds 



Seq. No. 


42548 


Seq. ID 


LIB3170-084-Q1-J1-G2 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


131 


E value 


2.0e-67 


Match length 


443 


% identity 


41 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


42549 


Seq. ID 


LIB3170-084-Q1-J1-G6 


Method 


BLASTX 


NCBI GI 


g541943 


BLAST score 


158 


E value 


1.0e-10 


Match length 


39 


% identity 


77 


NCBI Description 


metallothionein - soybean >gi_ 


metallothionein-like protein [< 


Seq. No. 


42550 


Seq. ID 


LIB3170-084-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2129889 


BLAST score 


332 


E value 


4.0e-31 



1808316A 



6739 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
74 



methionine adenosyltransf erase (EC 2.5.1.6) 2 - garden pea 
42551 

LIB3170-084-Q1-K1-E10 

BLASTN 

gl69974 

114 

1.0e-57 

170 

92 

Glycine max vspA gene, complete cds 
42552 

LIB3170-084-Q1-K1-F12 

BLASTX 

gl769897 

237 

4.0e-20 

98 

45 

(Y08010) lectin receptor kinase [Arabidopsis thaliana] 
42553 

LIB3170-084-Q1-K1-G2 

BLASTN 

gl70089 

180 

1.0e-96 

298 
91 

G.max vegetative storage protien mRNA (VSP27), complete cds 
42554 

LIB3170-085-Q1-J1-D4 

BLASTX 

g2388710 

283 

4.0e-25 

93 

49 

(AF017150) betaine aldehyde dehydrogenase [Amaranthus 
hypochondriacus ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



42555 

LIB3170-085-Q1-J1-D5 

BLASTX 

g2618686 

351 

4.0e-33 

89 

72 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
42556 

LIB3170-085-Q1-J1-E4 



6740 




Method 


BLASTN 


NCBI GI 


g2905775 


BLAST score 


148 


E value 


7.0e-78 


Match length 


207 


% identity 


93 


NCBI Description 


Glycine max HMG-l-like protein mRNA, partial cds 


Seq. No. 


42557 


Seq. ID 


LIB3170-085-Q1-K1-E3 


Method 


BLASTN 


NCBI GI 


g310568 


BLAST score 


34 


E value 


1.0e-09 


Match length 


58 


% identity 


90 


NCBI Description 


Glycine max homeobox-containing (Sbhl) mRNA, complete cds 


Seq. No. 


42558 


Seq, ID 


LIB3170-085-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


gl8644 


BLAST score 


211 


E value 


1.0e-115 


Match length 


266 


% identity 


95 


NCBI Description 


Soybean mRNA for HMG-1 like protein 


Seq. No. 


42559 


Seq. ID 


LIB3170-085-Q1-K1-F12 


Method 


BLASTN 


NCBI GI 


a4039114 


BLAST score 


144 


E value 


3.0e-75 


Match length 


328 


% identity 


87 


NCBI Description 


Glycine max alcohol-dehydrogenase (Adh-2) gene, partial cds 


Seq. No. 


42560 


Seq. ID 


LIB3170-086-Q1-J1-E2 


Method 


BLASTN 


NCBI GI 


g3142328 


BLAST score 


301 


E value 


1.0e-169 


Match length 


413 


% identity 


93 


NCBI Description 


Glycine max partial SIRE-1 sequence ribonuclease H and 




envelope-like genes, partial cds, and long terminal repeat, 




complete sequence 


Seq. No. 


42561 


Seq. ID 


LIB3170-086-Q1-J1-F8 


Method 


BLASTX 


NCBI GI 


g632064 


BLAST score 


168 


E value 


1.0e-ll 


Match length 


86 



6741 



% identity 

NCBI Description 



47 

hypothetical protein - wheat >gi_530779_emb_CAA55731_ 
(X79130) unnamed protein product [Triticum aestivum] 



Seq. No. 


42562 


Seq. ID 


Llbjl/U UoD rv± HiX 


Method 


T3T 7\ O I'M 

bLAo 1 N 


NCBI GI 


gzy^4zo / 


BLAST score 


1 Q A 
±0 4 


E value 


/I Aa-QQ 

4 • ue~y y 


Match length 


job 


% identity 


0 0 


NCBI Description 


iOOaCCO Oil-LUJ. Upj-ClO U 


Seq. No. 




Seq. ID 


LIBol / U~Uo o~yi J\i 


Method 


BLASTN 


NCBI GI 


g3142328 


BLAST score 


308 


E value 


1.0e-173 


Match length 


372 


% identity 


96 


NCBI Description 


Glycine max partial 




envelope-like genes, 




complete sequence 



H and 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42564 

LIB3170-087-Q1-J1-B5 

BLASTX 

g3763917 

141 

1.0e-08 

46 

54 

(AC004450) hypothetical protein [Arabidopsis thaliana] 
>gi_4531438_gb_AAD22123.1_AC006224__5 (AC006224) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 42565 

Seq. ID LIB3170-087-Q1-J1-B8 - 

Method BLASTX 

NCBI GI g3135543 

BLAST score 269 

E value 6.0e-24 

Match length 78 

% identity 67 

NCBI Description (AF062393) aquaporin [Oryza sativa] 
42566 

LIB3170-087-Q1-K1-G10 
BLASTX 
gll72811 
179 

5.0e-15 
84 
54 

60S RIBOSOMAL PROTEIN L10-1 (PUTATIVE TUMOR SUPRESSOR SC34) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



6742 



<D • 

>gi 1076751_pir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 

Seq. No. 42567 

Seq. ID LIB3170-087-Q1-K1-G12 

Method BLASTN 

NCBI GI g468055 

BLAST score 102 

E value 3.0e-50 

Match length 289 

% identity 84 

NCBI Description Zea mays B73 QM protein mRNA, complete cds 

Seq. No. 42568 

Seq. ID LIB3170-087-Q1-K1-G9 

Method BLASTN 

NCBI GI g4 68055 

BLAST score 195 

E value 1.0e-105 

Match length 363 

% identity 88 

NCBI Description Zea mays B73 QM protein mRNA, complete cds 

Seq. No. 42569 

Seq. ID LIB3170-087-Q1-K1-H9 

Method BLASTX 

NCBI GI g3811007 

BLAST score 237 

E value 1.0e-29 

Match length 114 

% identity 62 

NCBI Description (AB019327) NADP specific isocitrate dehydrogenase [Daucus 
carota] 

Seq. No. 42570 

Seq. ID LIB3170-088-Q1-J1-C2 

Method BLASTN 

NCBI GI g2924257 

BLAST score 100 

E value 4.0e-49 

Match length 184 

% identity 89 

NCBI Description Tobacco chloroplast genome DNA 

Seq. No. 42571 

Seq. ID LIB3170-088-Q1-K1-A11 

Method BLASTX 

NCBI GI g549063 

BLAST score 292 

E value 2.0e-26 

Match length 67 

% identity 79 

NCBI Description TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi 1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



6743 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42572 

LIB3170-088-Q1-K1-B10 

BLASTN 

g236729 

156 

2.0e-82 

300 

100 

metallothionein homologue [Zea mays, Genomic/mRNA, 1859 nt] 
42573 

LIB3170-088-Q1-K1-B11 

BLASTX 

gl345978 

531 

2.0e-54 

110 

82 

OMEGA- 6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
>gi_457631 (L29214) omega-6 desaturase [Brassica napus] 

42574 

LIB3170-088-Q1-K1-B12 

BLASTX 

g3894193 

192 

1.0e-14 

99 
38 

(AC005662) putative strictosidine synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42575 

LIB3170-088-Q1-K1-B7 

BLASTN 

g710349 

53 

6.0e-21 

137 
85 

Lupinus albus farnesyl pyrophosphate synthase (fpsl) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42576 

LIB3170-088-Q1-K1-C10 

BLASTN 

g3789951 

114 

2.0e-57 

296 

87 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 



42577 



6744 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



LIB3170-088-Q1-K1-C12 

BLASTN 

g2285801 

33 

6.0e-09 

65 

88 

Spinacia oleracea mRNA for 26S proteasome alpha subunit, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42578 

LIB3170-088-Q1-K1-C6 

BLASTX 

g4218120 

176 

8.0e-13 
63 
57 

(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



42579 

LIB3170-088-Q1-K1-C8 

BLASTN 

g2924257 

37 

2.0e-ll 

85 

86 

Tobacco chloroplast genome DNA 
42580 

LIB3170-088-Q1-K1-D11 

BLASTN 

g3925232 

299 

1.0e-167 

403 
95 

Zea mays putative peroxidase P7X mRNA, partial cds 
42581 

LIB3170-088-Q1-K1-D9 

BLASTN 

gl235570 

125 

7.0e-64 

215 

92 

P.anserina sul2 gene 
42582 

LIB3170-088-Q1-K1-F11 

BLASTX 

g482311 

268 

6.0e-24 



6745 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 
74 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

42583 

LIB3170-088-Q1-K1-F2 

BLASTN 

gl2387 

39 

1.0e-12 

51 

94 

Vicia faba chloroplast tRNA-Leu, tRNA-Phe, tRNA-His, ORFX, 
NADH-deydrogenase genes & partial sequence ORFx & psbA 
genes 

42584 

LIB3170-088-Q1-K1-F9 

BLASTN 

gl498052 

390 

O.Oe+00 

394 

100 

Zea mays ribosomal protein S8 mRNA, 



complete cds 



42585 

LIB3170-088-Q1-K1-G12 

BLASTX 

g3559935 

344 

2.0e-32 

88 

73 

(AJ005253) -ClpP protease 
>gi_4 45428 9_emb_CAA0 9 9 6 6_ 
mus cuius] 

42586 

LIB3170-088-Q1-K1-G9 

BLASTX 

g3549652 

326 

2.0e-30 

72 

90 

(AJ224982) 
thaliana] 



[Mus musculus] 
(AJ01224 9) ClpP protease [Mus 



MAP3K epsilon protein kinase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



42587 

LIB3170-088-Q1-K1-H10 

BLASTX 

g2072023 

243 

1.0e-20 



6746 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
71 

(U93506) 



symbiosis-related protein [Laccaria bicolor] 



42588 

LIB3170-088-Q1-K1-H12 

BLASTX 

gl261917 

250 

2.0e-21 

97 

49 

(X96979) lipid transfer protein 7a2b [Hordeum vulgare] 



42589 

V4L-01-Q1-B1-B3 

BLASTX 

g2760323 

287 

8.0e-26 

54 

39 

(AC002130) F1N21.8 



[Arabidopsis thaliana] 



42590 

V4L-01-Q1-B1-C8 

BLASTX 

g4538920 

374 

5.0e-36 

83 

44 

(AL049483) nitrogen fixation like protein [Arabidopsis 
thaliana] 



Seq. No. 


42591 


Seq. ID 


V4L-02-Q1-B1-D1 


Method 


BLASTN 


NCBI GI 


g20672 


BLAST score 


52 


E value 


2.0e-20 


Match length 


154 


% identity 


83 


NCBI Description 


Pea cap mRNA for carbonic anhydrase (EC 4 


Seq. No. 


42592 


Seq. ID 


V4L-02-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


g3892057 


BLAST score 


152 


E value 


4.0e-10 


Match length 


37 


% identity 


81 


NCBI Description 


(AC002330) hypothetical protein [Arabidop 


Seq. No. 


42593 


Seq. ID 


V4R-01-Q1-B1-A11 



4.2.1.1) 



6747 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3212848 

319 

1.0e-29 

110 

55 

(AC004005) putative inositol polyphosphate-5-phosphatase 
[Arabidopsis thaliana] 

42594 

V4R-01-Q1-B1-A12 

BLASTN 

g56539 

91 

1.0e-43 

226 

96 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42595 

V4R-01-Q1-B1-B11 

BLASTX 

g2392895 

372 

5.0e-36 

86 

9 

(AF017056) brassinosteroid insensitive 1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42596 

V4R-01-Q1-B1-F11 

BLASTX 

g3212848 

558 

2.0e-57 

134 

74 

(AC004005) putative inositol polyphosphate-5-phosphatase 
[Arabidopsis thaliana] 

42597 

V4R-01-Q1-B1-F7 

BLASTN 

g2317899 

102 

1.0e-50 

150 

92 

Glycine max Sali3-2 mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



42598 

V4R-01-Q1-E1-F2 

BLASTN 

g986968 



6748 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

2.0e-23 

161 
84 

Glycine max TGACG-motif binding protein (STGA1) mENA, 
complete cds 

42599 

V4R-01-Q1-E1-F8 

BLASTX 

g4544412 

269 

9.0e-24 

66 

73 

(AC006955) hypothetical protein [Arabidopsis thaliana] 
42600 

V4R-02-Q1-B1-G8 

BLASTN 

gl66421 

69 

2.0e-30 

219 

88 

Medicago sativa ubiquitin carrier protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42601 

V4R-02-Q1-B1-H11 

BLASTN 

gl8764 

89 

9.0e-43 

121 

93 

G.max tefSl gene for elongation factor EF-la 
42602 

all700863124.hl 

BLASTX 

g4039153 

220 

2.0e-18 

52 

77 

(AF104221) low temperature and salt responsive protein 
LTI6A [Arabidopsis thaliana] >gi_4325217_gb_AAD17302_ 
(AF122005) hydrophobic protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



42603 

all700863168.hl 

BLASTN 

g210811 

102 

2.0e-50 
214 



6749 



% identity 87 

NCBI Description Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42604 

all700863182.hl 

BLASTN 

g2653445 

36 

5.0e-ll 

56 

93 

Vigna radiata mRNA for proton pyrophosphatase, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



42605 

all700863207. 

BLASTX 

g3850113 



hi 



BLAST score 


ICQ 


E value 


2 . 0e-10 


Match length 


89 


% identity 


43 


NCBI Description 


(ALOooJoo) nypotnetiicai integral meiuDrane protein 




[Schizosaccharomyces pombe] 


Seq. No. 


42606 


Seq. ID 


all700863254 .hi 


Method 


BLASTX 


NCBI GI 


gl370156 


BLAST score 


147 


E value 


6.0e-10 


Match length 


28 


% identity 


100 


NCBI Description 


{A/OyOO) KfirSllri [liOuUS japonicubj 


Seq. No. 


42607 


Seq, ID 


all700863275.hl 


Method 


BLASTX 


NCBI GI 


g3367570 


BLAST score 


182 


E value 


4.0e-26 


Match length 


85 


% identity 


63 


NCBI Description 


(AL031135) putative protein [Arabidopsis thaliana 


Seq. No. 


42608 


Seq. ID 


all700863294.hl 


Method 


BLASTN 


NCBI GI 


g479059 


BLAST score 


254 


E value 


1.0e-141 


Match length 


254 


% identity 


100 


NCBI Description 


G.max (Fiskeby V) mRNA for cysteine endopeptidase 


Seq. No. 


42609 


Seq. ID 


art700605309.h2 



6750 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2914688 

42 

2.0e-14 

62 

92 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 







oeq. iu 


37-1-700605318 h2 


Mot" Vl PiH 


BLASTX 




rr40^R^ 


BLAST score 




h value 


Z . Uc 1J 


Match length 


78 


% identity 


49 


JNubi uescripEion 


^7\FnQpQ^i^ hrp^^i - panrpr resistance orotein THomo 


Seq. No. 


4ZD1X 


beq. iu 




Method 


dt aqfpv 


vt/*i o t r* T 
NObl bl 




OlitiO l score 


U J. 


E value 




Match length 


62 


% identity 


74 


NCBI Description 


/ arrin/i "\ nnVnriwn n-rn-i-p'in r ATslfjidoosis thaliana! 


^>rr-i ^709^4 ^ar00R^Q7^ unknown Drotein TArabidops 




thaliana] 


Seq. No. 


4 ZD1Z 


Seq. ID 


art / uuDU04i*i .nz 




BLASTX 


NCBI GI 


g2407275 


BLAST score 


142 


E value 


5.0e-09 


Match length 


43 


% identity 


63 


NCBI Description 


(AF017360) lipid transfer protein LPT III [Oryza 


Seq. No. 


42613 


Seq. ID 


ary700764306.hl 


Method 


BLASTX 


NCBI GI 


g2911066 


BLAST score 


296 


E value 


6.0e-27 


Match length 


61 



sapiens j 



% identity 

NCBI Description 



90 

(AL021960) adrenodoxin - like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



42614 

ary700764319.hl 

BLASTX 

g3142300 

211 



6751 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



6.0e-17 

100 

49 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



42615 

ary700764335.hl 

BLASTX 

g3510251 

271 

5.0e-24 

115 

56 

(AC005310) unknown protein 



[Arabidopsis thaliana] 



42616 

ary700764341.hl 

BLASTX 

g3913239 

274 

6.0e-37 

102 
77 

PROBABLE l-DEOXYXYLULOSE-5-PHOSPHATE SYNTHASE (DXP 
SYNTHASE) >gi_2612941 (AF024512) CLA1 transketolase-like 
protein [Oryza sativa] 

42617 

ary700764411.hl 

BLASTX 

g2708484 

323 

1.0e-30 

67 

90 

(U79557) IAA24 [Arabidopsis thaliana] 
42618 

ary700764423.hl 

BLASTX 

g3402719 

348 

2.0e-33 

69 

86 

(AC004261) unknown protein [Arabidopsis thaliana] 
42619 

ary700764487.hl 

BLASTN 

gll84986 

54 

8.0e-22 
94 



6752 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

Nicotiana tabacum GTP-binding protein NTGB1 mRNA, partial 
cds 

42620 

asj700967417.hl 
BLAST N 
gl66379 
83 

5.0e-39 

135 

68 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 

42621 

asj700967429.hl 

BLASTX 

g629693 

234 

5.0e-20 

76 

59 

probable integrase - common tobacco (fragment) 
>gi_530742_emb_CAA56791_ (X80830) integrase [Nicotiana 
tabacum] 



Seq. No. 


42622 


Seq. ID 


asn701130505.hl 


Method 


BLASTN 


NCBI GI 


g4039114 


BLAST score 


44 


E value 


9.0e-16 


Match length 


112 


% identity 


85 


NCBI Description 


Glycine max alcohol-dehydrogenase (Adh 


Seq. No. 


42623 


Seq. ID 


asn701130512.hl 


Method 


BLASTX 


NCBI GI 


g3860331 


BLAST score 


171 


E value 


1.0e-12 


Match length 


51 


% identity 


69 


NCBI Description 


(AJ012692) hypothetical protein [Cicer 


Seq. No. 


42624 


Seq. ID 


asn701130525.hl 


Method 


BLASTN 


NCBI GI 


g22116 


BLAST score 


65 


E value 


3.0e-28 


Match length 


145 


% identity 


86 


NCBI Description 


Z.mays ZMACK2 mRNA for casein kinase I 



gene, partial cds 



6753 



Cart Kfn 

o e q . in u . 


4969S 




asn701130535.hl 




RT.ASTN 


NCBI GI 


g!70089 


BLAST score 


92 




1 Op-44 


LYiar.cn lengin 


1 ^9 

J. ~J £~ 


% iaenx.ii-y 






f2 -ma Y VP(Tf i t*P5l" ivP 


oeq . ino . 


49696 


Q(^ n TV) 


asn701130549.hl 

CI Oil f UlUv>/l • ll-l- 


Method. 




"MPTS T C T 

NLdI bl 


rr9 "3Q97 fiQ 


rSLAbi score 


1 A A 


E value 


2.0e-09 


Match length 


71 


% identity 


48 


NCBI Description 


(AC002534) putat 




thaliana] 



putative histone deacetylase [Arabidopsis 



Seq. No. 


42627 


beq. ±u 


asn / uiijUDUi . n± 


Method 


BLASTX 


NCBI GI 


g4455278 


BLAST score 


218 


E value 


5.0e-18 


Match length 


83 


% identity 


45 


NCBI Description 


(AL035527) hypothetical 


Seq. No. 


42628 


Seq. ID 


asn701130615.hl 


Method 


BLASTN 


NCBI GI 


gl778369 


BLAST score 


115 


E value 


4.0e-58 


Match length 


167 


% identity 


93 


NCBI Description 


Glycine max asparagine 




cds 


Seq. No. 


42629 


Seq. ID 


asn701130751.hl 


Method 


BLASTX 


NCBI GI 


g2827544 


BLAST score 


182 


E value 


7.0e-14 


Match length 


46 



2 (AS2) mRNA, complete 



% identity 

NCBI Description 



76 

(AL021635) 
thaliana] 



HSP associated protein like [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



42630 

asn701131035.hl 

BLASTN 

g3449329 



6754 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 

4.0e-09 

131 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDH9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42631 

asn701131096.hl 

BLASTX 

g4512657 

204 

2.0e-16 

79 

47 

(AC006931) putative APG protein [Arabidopsis thaliana] 
>gi_4544463_gb_AAD22370.1_AC006580_2 (AC006580) putative 
APG isolog protein [Arabidopsis thaliana] 



Seq. No. 


42632 


Seq. ID 


asnv 01131131 .hi 


Method 


BLASTX 


NCBI GI 


g3043656 


BLAST score 


14Z 


E value 


4.0e-09 


Match length 


44 


% identity 


59 


NCBI Description 


(AB011138) KIAA0566 protein [Homo sapiens 


Seq. No. 


42633 


Seq. ID 


asn701131311.hl 


Method 


BLASTN 


NCBI GI 


gl403142 


BLAST score 


42 


E value 


2.0e-14 


Match length 


50 


% identity 


96 


NCBI Description 


C.arietinum mRNA for beta-tubulin 


Seq. No. 


42634 


Seq. ID 


asn701131389.hl 


Method 


BLASTX 


NCBI GI 


g2129758 


BLAST score 


296 


E value 


3.0e-27 


Match length 


61 


% identity 


90 


NCBI Description 


ubiquitin conjugating enzyme E2 protein - 



thaliana >gi_992704 (U33757) UBC7 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



42635 

asn701131406.hl 

BLASTX 

g3292827 

158 

5.0e-ll 

52 



6755 




% identity 


DO 


jNUrsi Description 




beq. no. 


0 JO 


Q on TTl 
0©q. -L J-J 


^<5n701 1 31 49S hi 


Method 


DT 7\ CITY 


NCBI GI 


g2662469 


BLAST score 


267 


E value 


q fio- 94 


Match length 


o y 


■s identity 


/ / 


NCBI Description 


( l\TPf\'^.AO'\ 1 \ t*t hncnma 1 T^r*n"hfi"i n ^ £ TAy^Ini Hnn«? i <3 "fr" 1 "i 37*1 a 


beq. NO . 






s Qn7ni 1 31 437 hi 


Metznod 


hS-LAb I IN 


VfpDT (IT 




BLAST score 


34 


E value 


9.0e-10 


Match length 


66 


% identity 


88 


NCBI Description 


The sequence of BAC F1N21 from Arabidopsis thaliana 



chromosome 1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


42638 


Seq. ID 


asn701131459.hl 


Method 


BLASTX 


NCBI GI 


g3980413 


BLAST score 


112 


E value 


1.0e-12 


Match length 


47 


% identity 


46 


NCBI Description 


(AC004561) pumilio-like protein [Arabidopsis 


Seq. No. 


42639 


Seq. ID 


asn701131477.hl 


Method 


BLASTX 


NCBI GI 


g542157 


BLAST score 


367 


E value 


2.0e-35 


Match length 


83 


% identity 


82 


NCBI Description 


ribosomal 5S RNA-binding protein - Rice 


Seq. No. 


42640 


Seq. ID 


asn701131492.hl 


Method 


BLASTX 


NCBI GI 


g2330739 


BLAST score 


205 


E value 


9.0e-17 


Match length 


48 


% identity 


71 


NCBI Description 


(Z98598) putative transcriptional regulator 




[Schizosaccharomyces pombe] 


Seq. No. 


42641 


Seq. ID 


asn701131503.hl 



6756 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2582971 

188 

3.0e-17 

85 

62 

(D83711) 



TKRP125 [Nicotiana tabacum] 



42642 

asn701131504.hl 

BLASTX 

g2464865 

340 

3.0e-32 

78 

74 

(Z99707) pectinesterase like protein [Arabidopsis thaliana] 
42643 

asn701131533.hl 

BLASTN 

g3021511 

100 

4.0e-4 9 

244 

86 

N. tabacum mRNA for NADP-dependent isocitrate dehydrogenase 



42644 

asn701131617.hl 

BLASTN 

g2564336 

53 

4.0e-21 

193 

82 

Brassica campestris 
complete cds 



mRNA for Tat binding protein 1, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42645 

asn701131663.hl 

BLASTX 

gl531758 

160 

3.0e-ll 

58 

66 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 
unknown protein [Arabidopsis thaliana] 



(AC003028) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



42646 

asn701131665.hl 

BLASTN 

g2304954 

243 

1.0e-134 

263 



6757 



% identity 


98 


NCBI Description 


/^-i,-—' — — mav al nmi nnm i nHnrpri 93 1 l S-4a ItlRNA* COItlDlete CdS 

(jJLyCUl" IlldA C2.-L LU.LLXliLU.lL lllUUL-CU oa±X J 1 a. iLLiMn^i/ v^iu^a-^i-^ 


Seq. No. 


A O 7 


Seq. ID 


a cn7ni 1^1711 hi 


Method 


BLASTX 


NCBI GI 


g3549639 


BLAST score 


279 


E value 


o . l)e-zo 


Match length 


"7 1 

/ 1 


% identity 


73 


NCBI Description 


Tnn^i \ rapciiTrDr-i i nrotpin "3 r ATabidoos is thaliana 


Seq. No. 


4zd4o 


Seq. ID 


dSIl/UllJlOl / .IIJ. 


Method 


BLASTN 


NCBI GI 


g556672 


BLAST score 


38 


E value 


2 . Oe-12 


Match length 


74 


% identity 


88 


NCBI Description 


c Artvaalo «\ r-M nrnnl act* ttiPNIA fnr hf^a t" — ^hock "DITOtein 
o • CcrSalc \ rla. J_ O ) Llliuiupiacj L. illimm^t. iui nca.*- ohu^jv ir- 4 -^^'^ 


Seq. No. 


42649 


Seq. ID 


asn /uiijZUj".ni 


Method 


BLASTX 


NCBI GI 


gl747310 


BLAST score 


377 


E value 


1.0e-36 


Match length 


87 


% identity 


85 


NCBI Description 


(D58424) Myb-like DNA Dinding protein L-^raDiaopsis 




thaliana] 


Seq. No. 


42650 


Seq. ID 


asn /uiuziz4 . ni 


Method 


T*t T Tl rT1\T 

BLASTN 


NCBI GI 


gz do /4Zy 


BLAST score 


37 


E value 


9. Oe-12 


Match length 


77 


% identity 


87 


NCBI Description 


Ephedra uistacnya large suounir zoo riDosonictx s\l\±\ ytsnc, 




partial sequence 


Seq. No. 


42651 


Seq. ID 


asn / uiijzijj • Li ± 


Method 


BLASTX 


NCBI GI 


g4454474 


BLAST score 


163 


E value 


8. Oe-12 


Match length 


62 



% identity 

NCBI Description 



45 



(AC006234) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



42652 

asn701132319.hl 



6758 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2920665 

143 

8.0e-75 

227 

91 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42653 

asn701132328.hl 

BLASTX 

g3885328 

198 

1.0e-15 

88 

48 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


42654 


Seq. ID 


asn701132389.hl 


Method 


BLASTX 




g3047125 


BLAST score 


168 


E value 


5.0e-26 


Match length 


85 


% identity 


76 


NCBI Description 


(AF058919) No definition line 


Seq. No. 


42655 


Seq. ID 


asn701132442 .hi 


Method 


BLASTX 


NCBI GI 


g4102600 


BLAST score 


217 


E value 


5.0e-38 


Match length 


85 


% identity 


91 


NCBI Description 


(AF013467) ARF6 [Arabidopsis 


Seq. No. 


42656 


Seq. ID 


asn701132514.hl 


Method 


BLASTX 


NCBI GI 


g4099317 


BLAST score 


158 


E value 


6.0e-ll 


Match length 


85 


% identity 


35 


NCBI Description 


(U86112) NRD convertase [Mus 


Seq. No. 


42657 


Seq. ID 


asn701132565.hl 


Method 


BLASTX 


NCBI GI 


g416688 


BLAST score 


323 


E value 


3.0e-30 


Match length 


75 



6759 




% identity 7 9 

NCBI Description AUXIN- INDUCED PROTEIN X10A >gi_81761_pir JQ1099 

auxin-induced protein 10A - soybean >gi_255579_bbs_113701 
(S44176) orf X10A [Glycine max^soybeans, cv. Wayne, 
Peptide, 92 aa] [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42658 

asn701132594.hl 

BLASTX 

g2228536 

247 

2.0e-21 

86 

56 

(U72352) serine protease [Gallus gallus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42659 

asn701132627.hl 

BLASTN 

g296408 

223 

1.0e-122 

243 
98 

G.max ADR12 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42660 

asn701132757.hl 

BLASTN 

gl69980 

90 

3.0e-43 

194 

87 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42661 

asn701132772.hl 

BLASTX 

gl076668 

260 

1.0e-30 

77 

88 

NADH dehydrogenase (EC 1. 
>gi_6 3983 4_emb_CAA5 8 8 2 3_ 
[Solanum tuberosum] 



6.99.3) - potato 

(X83999) NADH dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42662 

asn701132773.hl 

BLASTN 

g3982595 

55 

2.0e-22 

95 

89 

Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 



6760 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42663 

asn701132879 
BLASTN 
gl9657 
82 

2.0e-38 

250 

83 

M.sativa mRNA 
(partial) 



hi 



for translationally controlled tumor protein 



42664 

asn701132914.hl 

BLASTX 

g458338 

206 

1.0e-16 

77 

60 

(U06046) 1-aminocylopropane-l-carboxylate oxidase homolog 

[Vigna radiata] >gi_1093118_prf 2102361A aminocyclopropane 

carboxylate oxidase [Vigna radiata] 

42665 

asn701132935.hl 

BLASTN 

g2149954 

90 

4.0e-43 

235 

91 

Phaseolus vulgaris putative aquaporin-1 (Mip-1) mRNA, 
complete cds 

42666 

asn701133004.hl 

BLASTN 

g4336433 

51 

5.0e-20 

151 

83 

Lotus japonicus nodule-enhanced protein phosphatase type 2C 
(NPP2C1) mRNA, complete cds 

42667 

asn701133056.hl 

BLASTN 

g439856 

89 

1.0e-42 

212 

87 

Glycine max Williams 82 lipoxygenase mRNA, complete cds 



Seq. No. 



42668 



6761 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



asn701133141.hl 

BLASTX 

gl084454 

188 

1.0e-14 

64 
61 

peptidylprolyl isomerase (EC 5.2.1.8) Cypl - rice 
>gi_600765 (L29471) cyclophilin 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42669 

asn701133195.hl 

BLASTX 

g4314356 

270 

4.0e-24 

81 

62 

(AC006340) putative anthocyanidin-3-glucoside 
rhamnosyltransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42670 

asn701133295.hl 

BLASTX 

g3687231 

320 

3.0e-30 

85 

77 

(AC005169) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42671 

asn701133316.hl 

BLASTN 

gl808591 

120 

5.0e-61 

176 

92 

C.arietinum mRNA for SAM-synthetase 



42672 

asn701133338.hl 

BLASTN 

g3982595 

118 

7.0e-60 

158 

94 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



42673 

asn701133370.hl 

BLASTX 

g3738308 

334 

1.0e-31 



6762 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
70 

(AC005309) unknown protein [Arabidopsis thaliana] 
42674 

asn701133387.hl 

BLASTX 

gl353352 

173 

1.0e-12 

46 

76 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42675 

asn701133431.hl 

BLASTN 

g2656031 

36 

6.0e-ll 

75 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42676 

asn701133441.hl 

BLASTX 

g3298547 

260 

6.0e-23 

86 

55 

(AC004681) putative condensin protein [Arabidopsis 
thaliana] 

42677 

asn701133575.h2 

BLASTX 

gl752734 

254 

1.0e-30 

82 
69 

(D78510) beta-glucan-elicitor receptor [Glycine max] 
42678 

asn701133580.h2 

BLASTX 

g3386598 

330 

4.0e-31 

85 

78 

(AC004665) putative cytochrome p450 [Arabidopsis thaliana] 



6763 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42679 

asn701133657.h2 

BLASTX 

g4314378 

244 

4.0e-21 

78 
58 

(AC006232) putative lipase [Arabidopsis thaliana] 
42680 

asn701133708.hl 

BLASTX 

g3738298 

225 

7.0e-19 

82 
51 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42681 

asn701133872.hl 

BLASTX 

g3021270 

262 

3.0e-23 

83 

58 

(AL022347) serine/threonine kinase -like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42682 

asn701133878.hl 

BLASTN 

g22073 

74 

1.0e-33 

112 

92 

Mung bean 25S rRNA 



18S rDNA spacer region 



42683 

asn701133880.hl 

BLASTN 

gl778369 

131 

1.0e-67 

146 

98 

Glycine max asparagine synthetase 2 
cds 



(AS 2 ) mRNA, complete 



Seq. No. 
Seq. ID 
Method 



42684 

asn701134201.hl 
BLASTX 



6764 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2642154 
206 

1.0e-16 

88 

48 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_3790595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42685 

asn701134207.hl 

BLASTX 

g3033377 

275 

1.0e-24 

88 
57 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 



Seq. No. 


42686 


Seq. ID 


asn701134229.nl 


Method 


BLASTN 


NCBI GI 


gl70073 


BLAST score 


179 


E value 


3.0e-96 


Match length 


240 


% identity 


95 


NCBI Description 


Soybean calmodulin (SCaM-3) 


Seq. No. 


42687 


Seq. ID 


asn701134236.hl 


Method 


BLASTX 


NCBI GI 


g2541876 


BLAST score 


172 


E value 


1.0e-12 


Match length 


87 


% identity 


41 


NCBI Description 


(D26015) CND41, chloroplast 


[Nicotiana tabacum] 


Seq. No. 


42688 


Seq. ID 


asn701134249.hl 


Method 


BLASTX 


NCBI GI 


g4160298 


BLAST score 


194 


E value 


2.0e-15 



Match length 

% identity 

NCBI Description 



61 
61 



(AJ011892) cyclin D2.1 protein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



42689 

asn701134252.hl 

BLASTX 

g4006915 

157 

7.0e-ll 



6765 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
45 

(299708) hypothetical protein [Arabidopsis thaliana] 
42690 

asn701134269.hl 

BLASTX 

gll69286 

142 

3.0e-09 

33 

76 

BETAINE-ALDEHYDE DEHYDROGENASE PRECURSOR (BADH) 

>giJL085671_pir S49205 betaine-aldehyde dehydrogenase 

1.2.1.8) precursor - Atriplex hortensis 
>gi_510574_emb_CAA49425_ (X69770) betaine-aldehyde 
dehydrogenase [Atriplex hortensis] 

42691 

asn701134327.hl 

BLASTX 

g!36057 

262 

4.0e-23 

83 

63 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase ■ 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42692 

asn701134408.hl 

BLASTN 

g!70089 

159 

2.0e-84 

159 

100 

G.raax vegetative storage protien mRNA (VSP27) 



42693 

asn701134503.hl 

BLASTN 

gl778369 

82 

2.0e-38 

257 

83 

Glycine max asparagine synthetase 2 
cds 



complete cds 



(AS2) mRNA, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



42694 

asn701134609.h2 

BLASTX 

g3122914 

191 
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8.0e-15 

88 
53 

VALYL-TRNA SYNTHETASE (VALINE — TRNA LI GAS E) (VALRS) 
>gi_1890130 (U89986) valyl tRNA synthetase [Arabidopsis 
thaliana] 

42695 

asn701134686.h2 
BLASTX 
gl!3376 
189 

1.0e-14 

83 
46 

ALCOHOL DEHYDROGENASE 2 >gi_82348_pir S04039 alcohol 

dehydrogenase (EC 1.1.1.1) 2 - barley 

>gi_18884_emb_CAA31230_ (X12733) alcohol dehydrogenase 
[Hordeum vulgare] 

42696 

asn701134693.h2 
BLASTN 
g2304954 
235 

1.0e-129 
247 
99 

Glycine max aluminum induced sali5-4a mRNA, complete cds 

Seq. No. 42697 

Seq. ID asn701134709.h2 

Method BLASTN 

NCBI GI g!086988 

BLAST score 75 

E value 3.0e-34 

Match length 244 

% identity 86 

NCBI Description plasma membrane H {+) -ATPase [Vicia faba, Otafuku, abaxxa 
epidermis, guard cells protoplasts, mRNA, 3319 nt] 

Seq. No. 42698 

Seq. ID asn701134743.h2 

Method BLASTX 

NCBI GI g2829894 

BLAST score 237 

E value 3.0e-20 

Match length 60 

% identity 73 t 
NCBI Description (AC002311) Unknown protein [Arabidopsis thaliana] 

Seq. No. 42699 

Seq. ID asn701134815.h2 

Method BLASTX 

NCBI GI g3367536 

BLAST score 282 

E value 2.0e-25 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6767 




Match length 65 
% identity 92 

NCBI Description (AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi_2961343 from A. thaliana BAG 
gb_AL022140. EST gb_T04695 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42700 

asn701134876.h2 

BLASTX 

g2244835 

359 

2.0e-34 

89 

75 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42701 

asn701134909.hl 

BLASTN 

g296444 

182 

3.0e-98 

182 

100 

G.max ADR 6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42702 

asn701135206.hl , 

BLASTX 

g3047104 

154 

1.0e-10 

68 
49 

(AF058919) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42703 

asn701135213.hl 

BLASTX 

g2282586 

211 

3.0e-17 

84 
45 

(U82011) met hyltransf erase [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42704 

asn701135281.hl 

BLASTX 

g3617770 

230 

2.0e-19 

54 

78 

(Y14329) threonyl-tRNA synthetase [Arabidopsis thaliana] 



6768 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42705 

asn701135333.hl 

BLASTN 

g2970050 

34 

9-0e-10 

119 

89 - 
Vigna radiata mRNA for ARG10, complete cds 

42706 

asn701135337.hl 

BLASTX 

gl359905 

162 

2.0e-16 

59 
71 

(X85138) homologous to glucosyltransf erases 
esculentum] 



[Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



42707 

asn701135344.hl 

BLASTN 

g3982595 

158 

9.0e-84 

190 

96 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



42708 

asn701135354.hl 

BLASTX 

g4056437 

346 

5.0e-33 

84 

79 

(AC005990) Strong similarity to PFAM PF_00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 

42709 

asn701135363.hl 

BLASTX 

g4510341 

173 

3.0e-16 

69 
36 

(AC006921) unknown protein [Arabidopsis thaliana] 
42710 

asn701135382.hl 

BLASTX 

g3582328 

204 



6769 



E value 
Match length 
% identity 
NCBI Description 



2.0e-16 

85 

45 

(AC005496) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



42711 

asn701135447.hl 
BLASTX 



iNL,.D.L ox 




RT 7\ C r P onorp 
DXiriO X bUUlc 


169 


E value 




Match length 


60 


% identity 


50 


nuidX uescription 


fz\r , nn940Q} cHmilar to Medicacro nodulin N* 




■f- h a 1 t anal 


oeq. ino . 


49719 


beq. id 


a c:n7ni 1 ^R47 R hi 


Method 




Mf DT pT 
WtDl KJ± 


U JO / JOU / 


BLAST score 


1 

IjO 


E value 


7.0e-ll 


Match length 


72 


% identity 


A £ 
4 0 


NCBI Description 


/7ylQQ^l7^ "RH4Q1 1 fraprmrh^hHi 1"i 9 e^l pcrans 

^ Zj t _7 _7 U / y DU1 31 • X (_ V_^ddl^X lld.LJVj._L. lxo cxcyaiio 


beq. wo. 


4971 


Seq. ID 


asn /uiijjjuo . ni 


Method 




NLbx bl 


g_l _7 0 4 r± *i 


BLAST score 


__b4 


E value 


1.0e-147 


Match length 


264 


% identity 


i no 
xu u 


NCBI Description 


b.ItiaX iiUKO ItlKlNii 


beq. no. 


ZL971 A 


Seq. ID 


acr»7(11 1 *^R c 19n hi 

asn / uiijjj^u .xix 


Method 


DXjf_.D 1 IN 


\ir , T3 T CT 

NUril bl 


rrl 6QQ9D 


BLAST score 




E value 


1.0e-107 


Match length 


198 


& i Honi" 1 "hx; 
t5 X Uc iiLXLy 


100 


NCBI Description 


Soybean auxin-regulated protein (Aux28) 


Seq. No. 


42715 


Seq. ID 


asn701135564.hl 


Method 


BLASTX 


NCBI GI 


g3894191 


BLAST score 


141 


E value 


5.0e-09 


Match length 


34 


% identity 


71 


NCBI Description 


(AC005662) unknown protein [Arabidopsis 


Seq. No. 


42716 



6770 



(!) 

asn701135577.hl 
BLASTX 
g3540208 
143 

3.0e-09 
81 
43 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 

Seq. No. 42717 

Seq. ID asn701135610.hl 

Method BLASTX 

NCBI GI g3928166 

BLAST score 140 

E value 7.0e-09 

Match length 78 

% identity 37 

NCBI Description (AJ010317) Sand [Fugu rubripes] 
42718 

asn701135706.hl 
BLASTN 
g4185854 
52 

2.0e-20 
187 
82 

Arabidopsis thaliana mRNA for Ca2+-ATPase, AC A 6 gene 



Seq. No. 42719 

Seq. ID asn701135732.hl 

Method BLASTX 

NCBI GI g4006886 

BLAST score 160 

E value 1.0e-21 

Match length 61 

% identity 87 . 
NCBI Description (Z99708) putative protein [Arabidopsis thaliana] 

Seq. No. 42720 

Seq. ID asn701135746.hl 

Method BLASTX 

NCBI GI g4006924 

BLAST score 219 

E value 7.0e-28 

Match length 75 

% identity 79 

NCBI Description (Z997 08) beta-galactosidase like protein [Arabidopsis 
thaliana] 

Seq. No. 42721 

Seq. ID asn701135882.hl 

Method BLASTX 

NCBI GI g2062174 

BLAST score 255 

E value 2.0e-22 

Match length 57 




Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6771 



% identity 

NCBI Description 



82 

(AC001645) transcription factor (TINY) isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42722 

asn701135977.hl 

BLASTX 

g3183285 

204 

2.0e-16 

63 
65 

HYPOTHETICAL 54,4 KD PROTEIN IN AROH-NLPC INTERGENIC REGION 
>gi 1742787_dbj_BAAl5475_ (D90813) ORF_ID: o322#7 ; similar 
to TSwissProt Accession Number Q06373] [Escherichia coli] 
>gi_1787999 (AE000266) orf, hypothetical protein 
[Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42723 

asn701135989.hl 

BLASTX 

g4454483 

198 

9.0e-16 

57 
72 

(AC006234) putative kinase, 5 f partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42724 

asn701136072.hl 

BLASTN 

g609224 

40 

2.0e-13 

86 

90 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 42725 

Seq. ID asn701136203.hl 

Method BLASTX 

NCBI GI g3785971 

BLAST score 235 

E value 4.0e-20 

Match length 90 

% identity 53 , , 

NCBI Description (AC005560) hypothetical protein [Arabidopsis thaliana] 

>gi_4262248_gb_AAD14541_ (AC006200) hypothetical protein 

[Arabidopsis thaliana] 



Seq. No. 42726 

Seq. ID asn701136208.hl 

Method BLASTX 

NCBI GI g2407800 



6772 



BLAST score 171 

E value 2.0e-12 

Match length 74 

% identity 51 

NCBI Description (Y125751 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



histone H2A.F/Z [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



42727 

asn701136258.hl 
BLASTN 
g2827081 
149 

2.0e-78 
237 
91 

Medicago sativa cytosolic malate dehydrogenase (cmdh) mRNA, 
complete cds 

42728 

asn701136290.hl 

BLASTX 

gl888357 

359 

1.0e-34 

74 
81 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

42729 

asn701136319.hl 

BLASTN 

g2852444 

32 

1.0e-08 

92 

84 

Salix bakko mRNA for SUI1 homolog, complete cds 
42730 

asn701136349.hl 

BLASTN 

g3309242 

32 

1.0e-08 

150 

88 

Citrus limon aconitase-iron regulated protein 1 (IRP1) 
mRNA, complete cds 

42731 

asn701136360.hl 

BLASTX 

g3044218 

337 

6.0e-32 
73 



6773 




% identity 


81 


NCBI Description 


(&F057144) signal peptidase [Arabidopsis thaliana] 


Seq, No. 


42732 


Seq. ID 


asn701136474.hl 


Method 


BLASTN 


NCBI GI 


gl!83936 


BLAST score 


64 


E value 


1.0e-27 


Match length 


173 


% identity 


86 


NCBI Description 


P. sativum 5S rRNA gene 


Seq. No. 


42733 


Seq. ID 


asn701136490,hl 


Method 


BLASTX 


NCBI GI 


g4262242 


BLAST score 


331 


E value 


3.0e-31 


Match length 


84 


% identity 


77 


NCBI Description 


(AC006200) NADC homolog [Arabidopsis thaliana] 


Seq. No. 


42734 


Seq. ID 


asn701136581.hl 


Method 


BLASTN 


NCBI GI 


gl370187 


BLAST score 


76 


E value 


6.0e-35 


Match length 


104 


% identity 


93 


NCBI Description 


L.japonicus mRNA for small GTP-binding protein, RAB7D 


Seq. No. 


42735 


Seq. ID 


asn701136624.hl 


Method 


BLASTX 


NCBI GI 


gl770515 


BLAST score 


257 


E value 


2.0e-22 


Match length 


88 


% identity 


55 


NCBI Description 


(X99459) sigma 3 protein [Homo sapiens] >gi_1923272 




(U91933) AP-3 complex sigma3B subunit [Mus musculus] 


Seq. No. 


42736 


Seq. ID 


asn701136691.hl 


Method 


BLASTX 


NCBI GI 


g2352492 


BLAST score 


365 


E value 


3.0e-35 


Match length 


89 


% identity 


80 


NCBI Description 


(AF005047) transport inhibitor response 1 [Arabidopsii 




thaliana] >gi_2352494 (AF005048) transport inhibitor 




response 1 [Arabidopsis thaliana] 


Seq. No. 


42737 



6774 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



asn701136723.hl 

BLASTX 

gl00266 

278 

5.0e-25 

65 
78 

homeotic protein Hox7 - 
>gi_l 9 4 8 6_emb_CAA4 7 8 7 1_ 



Peruvian 
(X67602) 



tomato 
homeobox 



transcription 



factor Hox7 [Lycopersicon peruvianum] 



42738 

asn701136758.hl 

BLASTN 

g3982595 

145 

5.0e-76 

169 

97 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



42739 

asn701136880.hl 

BLASTX 

g!402918 

235 

5.0e-20 

72 

68 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215_emb_CAA67310_ (X98774) peroxidase ATP 6a 
[Arabidopsis thaliana] 

42740 

asn701136990.hl 

BLASTX 

g4406781 

186 

3.0e-14 

67 
51 

(AC006532) putative Na+/H+ antiporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



42741 

asn701136991.hl 

BLASTX 

g3378650 

227 

2.0e-19 

58 

78 

(X97606) abscisic acid activated [Medicago sativa] 
42742 

asn701137030.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl871185 
357 

2.0e-34 
81 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 
42743 

asn701137063.hl 

BLASTN 

gl70061 

160 

6.0e-85 
244 

Soybean (G.max L.) beta-tubulin (S-beta-2) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



42744 

asn701137240.hl 

BLASTN 

g2459406 

48 

4.0e-18 

84 
89 

Arabidopsis thaliana chromosome II BAG F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

42745 

asn701137282.hl 

BLASTN 

g256142 

49 

l.Oe-lB 
93 
8 9 

cytosolic glutamine synthetase [Glycine max-soybeans, var 
Prize, mRNA, 1450 nt] 

42746 

asn701137335.hl 

BLASTN 

gl9657 

91 

9.0e-44 

269 

84 

M.sativa mRNA for translationally controlled tumor protexn 
(partial) 

42747 

asn701137358.hl 

BLASTX 

g2924327 

149 

6.0e-10 
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Match length 63 

% identity 54 , 

NCBI Description (Z93766) hypothetical protein [Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42748 

asn701137365.hl 

BLASTX 

gl931652 

236 

5.0e-20 
86 

68 . . n 

(U95973) phosphatidylinositol-4-phosphate 5-kmase isolog 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42749 

asn701137381.hl 

BLASTX 

g4567286 

394 

1.0e-38 

91 
37 

(AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 42750 

Seq. ID asn701137423.hl 

Method BLASTN 

NCBI GI g3021356 

BLAST score 71 

E value 8.0e-32 

Match length 171 

% identity 85 t 

NCBI Description Cyamopsis tetragonoloba mRNA for UDP-galactose 4-epimerase, 

clone GEPI48 



Seq. No. 42751 

Seq. ID asn701137450.hl 

Method BLASTX 

NCBI GI g2281090 

BLAST score 194 

E value 3.0e-15 

Match length 71 

% identity 58 , 
NCBI Description (AC002333) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 42752 

Seq. ID asn701137465.hl 

Method BLASTX 

NCBI GI g3047114 

BLAST score 277 

E value 6.0e-25 

Match length 71 



% identity bb , 

NCBI Description (AF058919) No definition line found [Arabidopsis tnali 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42753 

asn701137493.hl 

BLASTN 

g2920665 

179 

3.0e-96 

215 

96 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42754 

asn701137521.hl 

BLASTN 

g218082 

100 

4.0e-4 9 

232 
86 

Rice mRNA for initiation factor elF- 
sequence 



4D (225 gene), partial 



Seq. No. 42755 

Seq. ID asn701137601.hl 

Method BLASTX 

NCBI GI g3047085 

BLAST score 265 

E value 2.0e-23 

Match length 88 

% identity 55 

NCBI Description (AF058914) No definition line found [Arabidopsis thaliana] 

Seq. No. 42756 

Seq. ID asn701137642.hl 

Method BLASTN 

NCBI GI gl8764 

BLAST score 249 

E value 1.0e-138 

Match length 257 

% identity 99 

NCBI Description G.max tefSl gene for elongation factor EF-la 

Seq. No. 42757 

Seq. ID asn701137679.hl 

Method BLASTX 

NCBI GI g2507229 

BLAST score 212 

E value 2.0e-17 

Match length 79 

% identity 53 



NCBI Description 40 KD PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) 

( ROTAMASE ) { CYCLOPHILIN- 40) ( CYP- 40) ( CYCLOPHILIN-RELATED 
PROTEIN) (ESTROGEN RECEPTOR BINDING CYCLOPHILIN) 

>gi_423247_pir A46579 estrogen receptor-binding 

cyclophilin - bovine >gi_393300_dbj_BAA03159_ (D14074) 
cyclophilin [Bos taurus] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42758 

asn701137681.hl 

BLASTX 

g3386606 

216 

9.0e-18 

78 

53 

(AC004665) putative beta-amylase [Arabidopsis thalxana] 



42759 

asn701137695.hl 

BLASTX 

g4091008 

289 

2.0e-26 

81 

69 

(AF040700) methionyl-tRNA synthetase 



[Oryza sativa] 



42760 

asn701137709.hl 

BLASTX 

g4539324 

183 

7.0e-14 

91 

47 

(AL035679) kinesin like protein [Arabidopsis thaliana] 
42761 

asn701137723.hl 

BLASTN 

g2970050 

112 

3.0e-56 

216 , 
88 

Vigna radiata mRNA for ARG10, complete cds 
42762 

asn701137731.hl 

BLASTN 

gl6508 

62 

2.0e-26 

157 

85 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871__gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



42763 

asn701137750.hl 

BLASTX 

gl706323 

203 
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E value 
Match length 
% identity 
NCB1 Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-16 

86 

57 

ORNITHINE DECARBOXYLASE (ODC) >gi_2118242_pir S64704 

ornithine decarboxylase (EC 4.1.1.17) - jimsonweed 
>gi_871008_emb_CAA61121_ (X87847) ornithine decarboxylase 
[Datura stramonium] 

42764 

asn701137764.hl 

BLASTX 

g2224913 

267 

9.0e-24 

64 

73 

(U95967) beta-expansin [Arabidopsis thaliana] 
42765 

asn701137792.hl 

BLASTX 

g3006183 

182 

9,0e-14 

76 

46 

(AL022304) trp-ast repeats containing protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42766 

asn701137833.hl 

BLASTX 

g4455169 

164 

8.0e-12 

63 

51 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 42767 

Seq. ID asn701137855.hl 

Method BLASTN 

NCBI GI g2687432 

BLAST score 41 

E value 6.0e~14 

Match length 41 

% identity 100 

NCBI Description Plumbago auriculata large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 42768 

Seq. ID asn701137888.hl 

Method BLASTN 

NCBI GI g!220521 

BLAST score 40 

E value 2.0e-13 
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Match length 44 

% identity 98 

NCBI Description Glycine max TATA-box binding protein (STBP1) mRNA, complete 
cds 

Seq. No. 42769 

Seq. ID asn701137911.hl 

Method BLASTX 

NCBI GI g2 10 92 7 5 

BLAST score 124 

E value 1.0e-16 

Match length 84 

% identity 58 

NCBI Description (U97106) downy mildew resistance protein RPP5 [Arabidopsis 
thaliana] 

Seq. No. 42770 

Seq. ID asn701137969.hl 

Method BLASTX 

NCBI GI g3080421 

BLAST score 150 

E value 1.0e-19 

Match length 70 

% identity 65 

NCBI Description (AL022604) putative protein [Arabidopsis thaliana] 

Seq. No. 42771 

Seq. ID asn701138005.hl 

Method BLASTN 

NCBI GI gl70048 

BLAST score 37 

E value 1.0e-ll 

Match length 53 

% identity 92 

NCBI Description Glycine max SbPRPl gene encoding a proline-rich protein, 
complete cds 

Seq. No. 42772 

Seq. ID asn701138033.hl 

Method BLASTN 

NCBI GI g2 623245 

BLAST score 82 

E value 1.0e-38 

Match length 162 

% identity 88 

NCBI Description Pisum sativum poly (A) polymerase mRNA, nuclear gene 
encoding chloroplast protein, complete cds 

Seq. No. 42773 

Seq. ID asn701138104.hl 

Method BLASTX 

NCBI GI g2661840 

BLAST score 258 

E value 1.0e-22 

Match length 70 

% identity 73 

NCBI Description (Y15430) adenosine kinase [Physcomitrella patens] 
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Seq. No. 


42774 


Seq. ID 


asn701138107.hl 


Method 


BLASTX 


MOD t r*~r 

NCBI GI 


gll4oUo 


BLAST score 


146 


E value 


1.0e-09 


Match length 


30 


% identity 


83 


NCBI Description 


BASIC BLUE PROTEIN (CUSACYANIN) ( PLANTAC YANIN ) (CBP) 




>gi_65850_pir BUKV basic blue protein - cucumber 




>gi_223531__prf 0811264A protein, blue [Cucumis sativus 


Seq. No. 


42775 


Seq. ID 


asn /Ull jolou .nl 


Method 


BLASTX 


NCBI GI 


g2982303 


BLAST score 


261 


E value 


4. 0e-23 


Match length 


77 


% identity 


64 


NCBI Description 


(AF051236) hypothetical protein [Picea mariana] 


Seq. No. 


42776 


Seq. ID 


asn701138186.hl 


Method 


BLASTX 


NCBI GI 


g4220523 


BLAST score 


310 


E value 


9. 0e-29 


Match length 


81 


% identity 


64 


NCBI Description 


(AL035356) putative alliin lyase [Arabidopsis thaliana 


Seq. No. 


42777 


Seq. ID 


asn701138195.hl 


Method 


BLASTX 


NCBI GI 


g2827552 


BLAST score 


226 


E value 


6.0e-19 


Match length 


77 


% identity 


60 


NCBI Description 


(AL021635) predicted protein [Arabidopsis thaliana] 


Seq. No. 


42778 


Seq. ID 


asn7 01138 358 .hi 


Method 


BLASTX 


NCBI GI 


g4220524 


BLAST score 


122 


E value 


1.0e-14 


Match length 


83 


% xaentity 


43 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


42779 


Seq. ID 


asn701138423.hl 


Method 


BLASTN 


NCBI GI 


g3868723 
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34 

9.0e-10 
98 
90 

Arabidopsis thaliana chromosome V map 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

Seq. No. 42780 

Seq. ID asn701138432.hl 

Method BLASTX 

NCBI GI g4455158 

BLAST score 265 

E value 2.0e-23 

Match length 70 

% identity 69 , . 

NCBI Description (AL021687) kinase-like protein [Arabidopsis thaliana] 

42781 

asn701138450.hl 
BLASTX 
g4249391 
284 

9.0e-26 
76 
61 

(AC005966) Similar to gi_3249076 T13D8.16 beta glucosidase 
from Arabidopsis thaliana BAC gb_AC004473. [Arabidopsis 
thaliana] 

42782 

asn701138454.hl 
BLASTX 
g4115379 
223 

1.0e-18 

81 
58 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 42783 

Seq. ID asn701138465.hl 

Method BLASTX 

NCBI GI g3386622 

BLAST score 303 

E value 5.0e-28 

Match length 72 

% identity 79 , 
NCBI Description (AC004665) unknown protein [Arabidopsis thaliana] 

Seq. No. 42784 

Seq. ID asn701138480.hl 

Method BLASTX 

NCBI GI g3482933 

BLAST score 310 

E value 8.0e-29 

Match length 85 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

(AC003970) Similar to cdc2 protein kinases [Arabidopsis 
thaliana] 

42785 

asn701138505.hl 

BLASTX 

g4512685 

158 

6.0e-ll 

57 
54 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

42786 

asn701138520.hl 

BLASTX 

g3688181 

255 

2.0e-22 

69 

68 

(AL031804) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



42787 

asn701138560.hl 

BLASTX 

g3184283 

329 

5.0e-31 

83 
78 

(AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 

42788 

asn701138592.hl 

BLASTX 

g2982268 

204 

2.0e-16 

60 
72 

(AF051217) probable 4 OS ribosomal protein S15 [Picea 
mariana] 

42789 

asn701138628.hl 

BLASTX 

g4263712 

207 

1.0e-16 

53 

74 
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NCBI Description (AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42790 

asn701138659.hl 

BLASTX 

g!836028 

275 

1.0e-24 

70 
69 

Cel6=cellulase 6 [Lycopersicon esculentum^tomatoes, Mill., 
cv. Castlemart, flower abscission zones, Peptide Partial, 
163 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



42791 

asn701138674.hl 

BLASTX 

g2660674 

193 

4.0e-15 

68 

56 

(AC002342) hypothetical protein [Arabidopsis thaliana] 
42792 

asn701138680.hl 

BLASTX 

g3236259 

308 

1.0e-28 

82 
71 

(AC004 684) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 

42793 

asn701138723.hl 

BLASTX 

g3850823 

169 

2.0e-12 

43 

74^ 

(Y18351) U2 snRNP auxiliary factor, large subunit 
[Nicotiana plumbaginifolia] 

42794 

asn701138729.hl 

BLASTN 

g!69980 

56 

6.0e-23 
168 
85 



NCBI Description Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42795 

asn701138849.hl 

BLASTX 

g282963 

286 

7.0e-26 

61 

80 

transforming protein (myb) homolog (clone myb.Ph2) 
petunia >gi_20561_emb_CAA78387_ > (213997) protein 2 
x hybrida] 



- garden 
[Petunia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42796 

asn701138855.hl 

BLASTN 

g4455262 

60 

3.0e-25 

124 

87 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F17L22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42797 

asn701138923.hl 

BLASTX 

g3327389 

208 

8.0e-17 
74 

59 

(AC004483) putative DNA replication licensing factor, 
[Arabidopsis thaliana] 



rncmS 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42798 

asn701138964.hl 

BLASTN 

gl69980 

82 

2.0e-38 

230 
87 

Soybean heat-shock protein 



(Gmhsp26-A) gene, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42799 

asn701139023.hl 

BLASTX 

gl69459 

217 

7.0e-18 

72 
56 

(M18538) pop3 peptide [Populus balsamifera subsp. 
trichocarpa X Populus deltoides] 



Seq. No. 
Seq. ID 



42800 

asn701139024.hl 
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Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 42801 

Seq. ID asn701139073.hl 

Method BLASTN 

NCBI GI g517257 

BLAST score 40 

E value 2.0e-13 

Match length 52 

% identity 94 

NCBI Description Z.mays MNBla mRNA for DNA-binding protein 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 42803 

Seq. ID asn701139178.hl 

Method BLASTX 

NCBI GI gl350983 

BLAST score 270 

E value 2.0e-24 

Match length 57 

% identity 91 

NCBI Description 40S RIBOSOMAL PROTEIN S3A {CYC07 PROTEIN) 

Seq. No. 42804 

Seq. ID asn701139191.hl 

Method BLASTX 

NCBI GI g3367517 

BLAST score 191 

E value 7.0e-15 

Match length 65 

% identity 54 

NCBI Description (AC004392) Similar to F4I1.26 putative beta-glucosidase 
gi_3128187 from A. thaliana BAC gb_AC004521. ESTs 
gb_N97083, gb_F19868 and gb_F15482 come from this gene. 
[Arabidopsis thaliana] 

Seq. No. 42805 

Seq. ID asn701139209.hl 

Method BLASTX 

NCBI GI g2809263 

BLAST score 174 

E value 7.0e-13 



BLASTX 

g3953471 

289 

2.0e-26 

76 

67 

(AC002328) F2202.16 [Arabidopsis thaliana] 



42802 

asn701139117.hl 

BLASTX 

gl652704 

141 

6.0e-09 
64 

(D90907) hypothetical protein [Synechocystis sp.] 
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Match length 


82 


% identity 


45 


NCBI Description 


(AC002560) F21B7.32 [Arabidopsis thaliana] 


Seq. No. 


42806 


Seq. ID 


asn701139237.hl 


Method 


BLASTX 


NCBI GI 


g3875246 


BLAST score 


202 


E value 


3.0e-16 


Match length 


77 


% identity 


28 


NCBI Description 


(Z81490) similar to WD domain, G~beta repeats (2 domains) 




cDNA EST EMBL:T00482 comes from this gene; cDNA EST 




EMBL:T00923 comes from this gene; cDNA EST yk449d4.3 come; 




from this gene; cDNA EST yk449d4.5 comes from this gene; 


Seq. No. 


42807 


Seq. ID 


asn701139347.hl 


Method 


BLASTX 


NCBI GI 


g4508083 


BLAST score 


148 


E value 


8.0e-10 


Match length 


85 


% identity 


8 


NCBI Description 


(AC005882) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


42808 


Seq. ID 


asn701139348.hl 


Method 


BLASTX 


NCBI GI 


g2827699 


BLAST score 


252 


E value 


5.0e-22 


Match length 


79 


% identity 


63 


NCBI Description 


(AL021684) predicted protein [Arabidopsis thaliana] 


Seq. No. 


42809 


Seq. ID 


asn701139365.hl 


Method 


BLASTX 


NCBI GI 


g2827082 


BLAST score 


217 


E value 


7.0e-18 


Match length 


51 


% identity 


80 


NCBI Description 


(AF020272) malate dehydrogenase [Medicago sativa] 


Seq. No. 


42810 


Seq. ID 


asn701139406.hl 


Method 


BLASTX 


NCBI GI 


g4128133 


BLAST score 


141 


E value 


5.0e-09 


Match length 


44 


% identity 


59 


NCBI Description 


(AJ006068) dTDP-D-glucose 4 , 6-dehydratase [Homo sapiens] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42811 

asn701139414.hl 

BLASTN 

g2304954 

257 

1.0e-143 

269 

99 

Glycine max aluminum induced sali5-4a mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42812 

asn701139435.hl 

BLASTN 

g296442 

164 

2.0e-87 

164 

100 

G.max ADR11 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42813 

asn701139440.hl 

BLASTX 

gl!68470 

292 

1.0e-26 

72 

78 . , . 

PROTEIN KINASE APK1A >gi_282877_pir_S28 615 protein kinase, 
tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42814 

asn701139475.hl 
BLASTN " 
g2304954 
257 

1.0e-143 

257 

100 

Glycine max aluminum induced saliS- 



■4a mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42815 

asn701139491.hl 

BLASTN 

gll83936 

72 

2.0e-32 

174 

86 

P. sativum 5S rRNA gene 



Seq. No. 42816 

Seq. ID asn701139505.hl 

Method BLASTX 



6789 




NCR I GI 


al694621 


BLAST score 


205 


E value 


2.0e-16 


Match length 


65 


% identity 


68 


NCB1 Description 


(D70895) 3-ketoacyl-CoA thiolase [Cucurbita sp. 


Seq. No. 


42817 


Seq. ID 


asn701139596.hl 


Method 


BLASTX 


NCBI GI 


al653245 


BLAST score 


212 


E value 


2.0e-17 


Match length 


72 


% identity 


54 


NCBI Description 


(D90912) hypothetical protein [Synechocystis sp 


Seq. No. 


42818 


Seq. ID 


asn701139603.hl 


Method 


BLASTX 


NCBI GI 


all71429 


BLAST score 


192 


E value 


5.0e-15 


Match length 


71 


% identity 


35 


NCBI Description 


(U44028) CKC [Arabidopsis thaliana] 


Seq. No. 


42819 


Seq. ID 


asn701139611.hl 


Method 


BLASTX 




y J J r J1J 


BLAST score 


145 


E value 


2.0e-09 


Match length 


36 


% identity 


78 


NCBI Description 


(L36159) unknown protein [Medicago sativa] 


Seq. No. 


42820 


Seq. ID 


asn701139613.hl 


Method 


BLASTN 


NCBI GI 


gl575730 






E value 


6.0e-82 


Match length 


155 


% identity 


100 


NCBI Description 


Glycine max 14-3-3 related protein SGF14D mRNA, 




cds 


Seq. No. 


42821 


Seq. ID 


asn701139647.hl 


Method 


BLASTN 


NCBI GI 


g510545 


BLAST score 


56 


E value 


4.0e-23 


Match length 


144 


% identity 


85 


NCBI Description 


P. sativum mRNA for starch branching enzyme I 



6790 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42822 

asn701139649.hl 

BLASTX 

g4220535 

182 

1.0e-21 

66 
80 

(AL035356) clathrin coat assembly like protein [Arabidopsis 
thaliana] 



Seq. No. 


42823 


Seq. ID 


asn701139694.hl 


Method 


BLASTX 


NCBI GI 


g2443280 


BLAST score 


167 


E value 


5.0e-12 


Match length 


86 


% identity 


44 


NCBI Description 


(AB001432) motor domain of KIF15 [Mus 


Seq. No. 


42824 


Seq. ID 


asn701139713.hl 


Method 


BLASTX 


NCBI GI 


g3142300 


BLAST score 


154 


E value 


2.0e-10 


Match length 


62 


% identity 


48 


NCBI Description 


(AC002411) Contains similarity to pre 



protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42825 

asn701139741.hl 

BLASTX 

gl!74850 

267 

1.0e-23 

58 

86 

OB I QUIT IN- CONJUGATING ENZYME E2-21 KD 2 
LIGASE 5) (UBIQUITIN CARRIER PROTEIN 5) 



{UBIQUITIN-PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42826 

asn701139856.hl 

BLASTX 

gl350783 

190 

1.0e-14 . 

100 

4 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 

>gi_282883_j>ir S27756 receptor-like protein kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84 660) 



6791 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



receptor-like protein kinase [Arabidopsis thaliana] 
>gi_28424 92_emb_CAA!6889_ (AL021749) receptor-like protein 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 

42827 

asn701139877.hl 

BLASTX 

g3269291 

144 

1.0e-09 

41 

66 

(AL030978) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42828 

asn701139885.hl 

BLASTX 

g3250676 

232 

1.0e-19 

91 

51 

(AL024486) putative protein [Arabidopsis thaliana] 



42829 

asn701139962.hl 

BLASTX 

g3158476 

189 

5.0e-17 

69 

77 

(AF067185) aquaporin 2 



[Samanea saman] 



42830 

asn701139964.hl 

BLASTN 

g3287269 

43 

4.0e-15 

67 
91 

S. tuberosum mRNA for protein involved in starch metabolism 



42831 

asn701140012.hl 

BLASTX 

g3158476 

186 

3.0e-14 

47 

70 

(AF067185) aquaporin 



2 [Samanea saman] 



Seq. No. 
Seq. ID 



42832 

asn701140030.hl 



6792 



Method 


BLASTN 


NCBI GI 




BLAST score 


164 


E value 


3.0e-87 


Match length 


168 


% identity 


99 


NCBI Description 


Soybean calmodulin (SCaM-3) mRNA, complete cds 


Seq. No. 


42833 


Seq. ID 


asn701140040.hl 


Method 


BLASTN 


NCBI GI 


g312571 


BLAST score 


55 


E value 


3.0e-22 


Match length 


59 


% identity 


98 


NCBI Description 


L.angustifolius 26S rRNA (partial) 


Seq, No. 


42834 


Seq. ID 


asn701140069.hl 


Method 


BLASTX 


NCBI GI 


g3641837 


BLAST score 


329 


E value 


5.0e-31 


Match length 


87 


% identity 


77 


NCBI Description 


(AL023094) Nonclathrin coat protein gamma - like prote 




[Arabidopsis thaliana] 


Seq. No. 


42835 


Seq. ID 


asn701140070.hl 


Method 


BLASTX 


NCRT GT 


a l 51 4643 


BLAST score 


269 


E value 


5.0e-24 


Match length 


86 


% identity 


56 


NCBI Description 


(Z70524) PDR5-like ABC transporter [Spirodela polyrrhi 


Seq. No. 


42836 


Seq. ID 


asn701140071.hl 


Method 


BLASTX 


NGRT GT 


al839188 


BLAST score 


278 


E value 


4.0e-25 


Match length 


81 


% identity 


65 


NCBI Description 


(U86081) root hair defective 3 [Arabidopsis thaliana] 


Seq. No. 


42837 


Seq. ID 


asn701140075.hl 


Method 


BLASTX 


NCBI GI 


g3377517 


BLAST score 


140 


E value 


7.0e-09 


Match length 


60 


% identity 


42 



6793 



NCBI Description (AF073361) nitrate transporter NTL1 [Arabidopsis thai i ana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42838 

asn701140084.hl 

BLASTX 

g2652938 

386 

1.0e-37 

88 

52 

(Z47554) orf [Zea mays] 
42839 

asn701140114.hl 

BLASTX 

g3582345 

199 

9.0e-16 

62 

56 

(AC0054 96) putative villin protein, 3 T partial [Arabidopsis 
thaliana] 



Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42840 

asn701140116.hl 

BLASTX 

g3738298 

288 

3.0e-26 

91 
65 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42841 

asn701140149.hl 

BLASTN 

gl556445 

102 

2.0e-50 

198 

88 

Hordeum vulgare alpha tubulin 



(tubA) mRNA, complete cds 



42842 

asn701140195.hl 

BLASTX 

g3482924 

214 

1.0e-17 

76 
57 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi 1143445 [Arabidopsis thaliana] 



Seq. No. 



42843 



6794 



Seq. ID 


asn701140219.hl 


Method 


BLASTX 


NCDl OX 


y /. o x 


BLAST score 


369 


E value 


9.0e-36 


Match length 


83 


% identity 


80 


NCBI Description 


(AF010168) gibberellin : 


Seq. No. 


42844 


Seq. ID 


asn701140225.hl 


Method 


BLASTX 




add ^^90? 


BLAST score 


219 


E value 


3.0e-18 


Match length 


72 


% identity 


60 


NCBI Description 


(AL035440) putative APG 


Seq. No. 


42845 


Seq. ID 


asn701140306.hl 


Method 


BLASTN 


IN ^£51 KjX 




BLAST score 


252 


E value 


1.0e-140 


Match length 


268 


% identity 


99 


NCBI Description 


G.max ADR 6 mRNA 


Seq. No. 


42846 


Seq. ID 


asn701140340.hl 


Method 


BLASTX 


NCBI GI 


g728868 


BLAST score 


168 


E value 


4.0e-12 


Match length 


86 


% identity 


38 


NCBI Description 


ANTER-SPECIFIC PROLINE-: 



H PROTEIN APG {PROTEIN CEX) 

>gi_99824jpir S16748 proline-rich protein - rape 

(fragment) >gi_22597_emb_CAA42924_ (X60376) proline-rich 
protein [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42847 

asn701140364.hl 

BLASTX 

g3510261 

189 

1.0e-14 

56 
66 

(AC005310) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



42848 

asn701140366.hl 

BLASTX 

g537319 

234 



6795 



E value 


7.0e-20 


Match length 


58 


% identity 


76 


NCBI Description 


(L36158) peroxidase [Medicago sativa] 


Seq. No. 


42849 


Seq. ID 


asn701140382.hl 


Method 


BLASTN 


NCBI "GI 


g2995454 


BLAST score 


38 


E value 


2.0e-12 


Match length 


66 


% identity 


89 


NCBI Description 


L.luteus iriRNA for tRNA- glut amine synthetas 


Seq. No. 


42850 


Seq. ID 


asn701140430 .hi 


Method 


BLASTX 


NCBI GI 


g2342727 


BLAST score 


338 


E value 


6.0e-32 


Match length 


85 


% identity 


66 


NCBI Description 


(AC002341) hypothetical protein [Arabidops 


Seq. No. 


42851 


Seq. ID 


asn701140457.hl 


Method 


BLASTX 


NCBI GI 


g961450 


BLAST score 


157 


E value 


8.0e-ll 


Match length 


62 


% identity 


47 


NCBI Description 


(D63879) KIAA0156 gene product is related 




nucleolin. [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42852 

asn701140486.hl 

BLASTX 

g!074176 

173 

9.0e-13 

74 

43 

heat shock protein (dnaJ) homolog - Haemophilus influenzae 
(strain Rd KW20) >gi_1574168 (U32803) heat shock protein 
(dnaJ) [Haemophilus influenzae Rd] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42853 

asn701140549.hl 

BLASTX 

g3036813 

269 

6.0e-24 

87 
57 

(AL022373) hypothetical protein [Arabidopsis thaliana] 



6796 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



42854 

asn701140583.hl 

BLASTX 

gl888357 

325 

2.0e-30 

85 

67 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

42855 

asn701140610.hl 

BLASTN 

g3522932 

108 

7.0e-54 

212 

88 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

42856 

asn701140631.hl 

BLASTX 

g541943 

297 

3.0e-27 

67 

75 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



42857 

asn701140686.hl 

BLASTX 

g2244849 

167 

5.0e-12 

81 

41 

(Z97337) hypothetical protein 



[Arabidopsis thaliana] 



42858 

asn701140721.hl 

BLASTN 

gl66379 

132 

3.0e-68 

212 

74 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 

42859 



6797 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



asn701140722.hl 

BLASTN 

gl70089 

40 

1.0e-13 

54 

96 

G.max vegetative storage protien 



mRNA (VSP27) , complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42860 

asn701140726.hl 

BLASTN 

g296444 

233 

1.0e-128 

253 
98 

G.max ADR6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42861 

asn701140738.hl 

BLASTX 

g3201627 

155 

7.0e-ll 

41 

59 

{AC004669) putative SWH1 protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42862 

asn701140739.hl 

BLASTX 

gll69017 

142 

4.0e-09 

58 
24 

COATOMER BETA 1 SUBUNIT ( BETA 1 -COAT PROTEIN) (BETA 1 -COP) 
>gi 1078361 pir B55123 coatomer complex beta 1 chain - 
yeast (Saccharomyces cerevisiae) >gi_595415 (U11237) 
betaprime COP [Saccharomyces cerevisiae] 

>gi_124 6841_emb_CAA63359_ (X92670) see also U11237; yeast 
coatomer subunit [Saccharomyces cerevisiae] 
>gi_1322710_emb_CAA96848_ (Z72659) ORF YGL137w 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42863 

asn701140765.hl 

BLASTX 

gl532175 

268 

7.0e-24 

55 
82 

(U63815) similar to protein disulfide isomerase 
[Arabidopsis thaliana] 



6798 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42864 

asn701140767.hl 
BLAST N 
g459199 
109 

2.0e-54 

197 

89 

Gossypium hirsutum vacuolar H+-ATPase subunit B mRNA, 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42865 

asn701140772.hl 

BLASTX 

g571484 

290 

2.0e-26 

68 

81 

(U16727) peroxidase precursor [Medicago truncatula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42866 

asn701140905.hl 

BLASTN 

g3941288 

133 

8.0e-69 

249 

89 

Pisum sativum similarity to SCAMP37 (psam2) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



42867 

asn701140979.hl 

BLASTN 

g2598656 

139 

2.0e-72 

267 

88 

Vicia faba mRNA for elongation factor 1-alpha (EFl-a) 
42868 

asn701141080.hl 

BLASTN 

g4127877 

135 

4.0e-70 

217 

97 

Glycine max mRNA for NDX1 homeobox protein, partial 
42869 

asn701141106.hl 

BLASTX 

g3114332 

162 



6799 



E value 
Match length 
% identity 
NCBI Description 



2.0e-ll 

40 
68 

Chain A, Beta-Glucosidase A From Bacillus Polymyxa 
>gi_3114333_pdb_lBGA_B Chain B, Beta-Glucosidase A From 
Bacillus Polymyxa >gi_3114334_pdb_lBGA_C Chain C, 
Beta-Glucosidase A From Bacillus Polymyxa 
>gi_3114335_pdb__lBGA_D Chain D, Beta-Glucosidase A From 
Bacillus Polymyxa 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42870 

asn701141158.hl 

BLASTX 

g3914394 

257 

1.0e-22 

64 

72 

2 , 3-BI SPHOSPHOGLYCERATE- INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_2118335_pir S60473 phosphoglycerate mutase (EC 

5.4.2.1) - common ice plant >gi_602426 (U16021) 
phosphoglyceromutase [Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42871 

asn701141171.hl 

BLASTX 

gll70619 

204 

2.0e-16 

84 

45 

KINESIN-LIKE PROTEIN A >gi_479594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502__dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2 91108 4_emb_CAA17 54 6_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 



Seq. No. 


42872 




Seq. ID 


asn701141234 


.hi 


Method 


BLASTX 




NCBI GI 


g3882151 




BLAST score 


167 




E value 


5.0e-12 




Match length 


82 




% identity 


37 




NCBI Description 


(AB018258) KIAA07! 


Seq. No. 


42873 




Seq. ID 


asn701141320 


.hi 


Method 


BLASTX 




NCBI GI 


g2062167 




BLAST score 


276 




E value 


9.0e-25 




Match length 


72 




% identity 


68 





6800 



NCBI Description 



(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq* No. 


42874 


Seq. ID 


asn701141344.hl 


Method 


BLASTX 


NCBI GI 


g4063743 


BLAST score 


229 


E value 


3.0e-19 


Match length 


83 


% identity 


59 


NCBI Description 


(AC005851) hypothetical protein 


Seq. No. 


42875 


Seq. ID 


asn701141372.hl 


Method 


BLASTN 


NCBI GI 


g296442 


BLAST score 


45 


E value 


2.0e-16 


Match length 


93 


% identity 


92 


NCBI Description 


G.max ADR11 mRNA 




42876 


Seq. ID 


asn701141405.hl 


Method 


BLASTX 


NCBI GI 


g2760323 


BLAST score 


343 


E value 


1.0e-32 


Match length 


79 


% identity 


77 


NCBI Description 


(AC002130) F1N21.8 [Arabidopsis 


Seq. No. 


42877 


Sea ID 


asn701141414 hi 


Method 


BLASTX 


NCBI GI 


g3861371 


BLAST score 


141 


E value 


6.0e-09 


Match length 


82 


% identity 


40 


NCBI Description 


(AJ235273) SFHB PROTEIN HOMOLOG 




prowazekii] 


Seq. No. 


42878 


Seq. ID 


asn701141459.hl 


Method 


BLASTX 


NCBI GI 


g3834316 


BLAST score 


252 


E value 


5.0e-22 


Match length 


78 


% identity 


69 



(sfhB) [Rickettsia 



NCBI Description 



(AC005679) Similar to gb_X16648 pathogenesis related 
protein from Hordeum vulgare. EST gb_Z18206 comes from 
this gene. [Arabidopsis thaliana] 



Seq. No. 



42879 



6801 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



asn701141552.hl 

BLASTX 

g3341443 

245 

3,0e-21 

86 

59 

(AJ223074) acid phosphatase [Glycine max] 



42880 

asn701141553.hl 

BLASTX 

gl781326 

170 

2.0e-12 

56 
59 

(Y104 64} peroxidase 



[Spinacia oleracea] 



42881 

asn701141559.hl 

BLASTX 

g2827558 

339 

3.0e-32 

85 

78 

(AL021635) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42882 

asn701141594.hl 

BLASTX 

g4538939 

189 

2.0e-17 

68 

68 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



42883 

asn701141630.hl 

BLASTN 

g310560 

259 

1.0e-144 

259 

100 

Soybean ascorbate peroxidase mRNA, complete cds 
42884 

asn701141647.hl 

BLASTX 

g927428 

369 

1.0e-35 



6802 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
78 

(X86733) 



fisl [Linum usitatissimum] 



42885 

asn701141658.hl 

BLASTN 

g441205 

65 

2.0e-28 

81 
95 

Soybean loxlgm4 gene encoding lipxygenase L-4 
42886 

asn701141696.hl 

BLASTX 

g2147966 

179 

2.0e-13 

50 
66 

probable l-acyl-sn-glycerol-3-phosphate acyltransferase - 
Limnanthes douglasii >gi_1067138_emb_CAA88620_ (Z48730) 
l-acyl-sn-glycerol-3-phosphate acyltransferase (putative) 
[Limnanthes douglasii] 

42887 

asn701141718.hl 

BLASTX 

g2982434 

199 

3.0e-24 

74 

76 

(AL022224) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42888 

asn701141775.hl 

BLASTN 

g296408 

89 

1.0e-42 

204 

87 

G.max ADR12 mRNA 
42889 

asn701141804.hl 

BLASTN 

gl9655 

47 

2.0e-17 

84 

96 

M.sativa 26S rRNA 



6803 



Ci 



Seq. No. 


42890 


Seq. ID 


asn701141967.hl 


Method 


BLASTN 


NCBI GI 


gl8761 


BLAST score 


179 


E value 


3.0e-96 


Match length 


258 


% identity 


97 


NCBI Description 


Soybean stem mRNA for 31 kD glycoprotein 


Seq. No. 


42891 


Seq. ID 


asn701141985.hl 


Method 


BLASTX 


NCBI GI 


g4406780 


BLAST score 


192 


E value 


4.0e-15 


Match length 


76 


1 identity 


46 


NCBI Description 


(AC006532) putative multispanning membrane protein 




[Arabidopsis thaliana] 


Seq. No. 


42892 


Seq. ID 


asn701142011.hl 


Method 


BLASTX 




CT 2213594 


BLAST score 


294 


E value 


7.0e-27 


Match length 


92 


% identity 


61 


NCBI Description 


(AC000348) T7N9.14 [Arabidopsis thaliana] 


Seq. No. 


42893 


Seq. ID 


asn7Q1142029.hl 


Method 


BLASTN 


NCBI GI 


a533691 


BLAST score 


102 


E value 


3.0e-50 


Match length 


102 


% identity 


100 


NCBI Description 


Glycine max Essex protease inhibitor mRNA, complete cds 


Seq. No. 


42894 


Seq. ID 


asn701142035.hl 


Method 


BLASTN 


NCBI GI 


g2290779 


BLAST score 


72 


E value 


2.0e-32 


Match length 


140 


% identity 


88 


NCBI Description 


Solanum commersonii heat shock cognate protein (SCHSP70 




mRNA, complete cds 


Seq. No. 


42895 


Seq. ID 


asn701142072.hl 


Method 


BLASTN 


NCBI GI 


g556346 


BLAST score 


153 



6804 



E value 1-0 

Match length 273 

% identity 89 
NCBI Description 

Seq. No* 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



-80 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Pea protein kinase (PK5) mRNA, complete cds 
42896 

asn701142119.hl 
BLASTN 
g296444 
266 

1.0e-148 
278 
99 

G.max ADR6 mRNA 
42897 

asn701142178.hl 
BLASTN 
g4191262 
34 

9.0e-10 
54 
91 

Pisum sativum gda-1 gene 
42898 

asn701142328.hl 
BLASTX 
g4567281 
234 

9.0e-20 
73 

(AC006841) unknown protein [Arabidopsis thaliana] 
42899 

asn701142348.hl 
BLASTN 
g2739005 
52 

1.0e-20 
108 
87 

Glycine max cytochrome P450 monooxygenase CYP93Clp 
(CYP93C1) mRNA f complete cds 

42900 

asn701142362.hl 

BLASTN 

g4324966 

175 

8.0e-94 

183 

99 

Glycine max ADP-ribosylation factor mRNA, partial cds 



Seq. No. 



42901 



6805 



Seq. ID 


asn7 01142383 .hi 


Method 


BLASTX 


NCBI GI 


g!143445 


BLAST score 


296 


E value 


5.0e-27 


Match length 


97 


% identity 


60 


NCBI Description 


(X88797) cmnamyl alcohol 


Seq. No. 


42902 


Seq. ID 


asn701142390 .hi 


Method 


BLASTX 


NCBI GI 


gl531758 


BLAST score 


378 


E value 


1.0e-36 


Match length 


91 


% identity 


80 


NCBI Description 


(X98772) AUX1 [Arabidopsis 




unknown protein [Arabxdops 


Seq. No. 


42903 


Seq. ID 


asn701142402.hl 


Method 


BLASTX 


NCBI GI 


g2191136 


BLAST score 


159 


E value 


5.0e-ll 


Match length 


75 


% identity 


44 


NCBI Description 


(AF007269) Similar to UTP- 



coded for by A. thaliana cDNA T4 6230; 
thaliana cDNA H 7 65 38; coded for by A. 
[Arabidopsis thaliana] 



coded for by A. 
thaliana cDNA H7 6290 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42904 

asn701142435.hl 

BLASTN 

gl66421 

110 

4.0e-55 

218 

88 

Medicago sativa ubiquitin carrier protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



42905 

asn701142474.hl 

BLASTX 

g3128192 

168 

3.0e-12 

52 

62 

(AC004521) axi 1-like protein [Arabidopsis thaliana] 
42906 

asn701142481.hl 
BLASTX 



6806 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3128192 
236 

4.0e-20 

52 

77 

(AC004521) axi 1-like protein [Arabidopsis thaliana] 
42907 

asn701142523.hl 

BLASTX 

g4510346 

285 

8.0e-26 

67 

85 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
42908 

asn701142524.hl 

BLASTN 

g2656031 

40 

2.0e-13 

125 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42909 

asn701142534.hl 

BLASTX 

g2851394 

172 

2.0e-22 

84 

68 

BETA ENOLASE (2- 
MUSCLE ENOLASE) 



■PHOSPHO-D-GLYCERATE HYDRO-LYASE) (SKELETAL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



42910 

asn701142548.hl 

BLASTX 

g4512660 

280 

3.0e-25 

90 
56 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4544467_gb_AAD22374.1_AC006580_6 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 

42911 

asn701142561.hl 

BLASTX 

g3452263 

351 

1.0e-33 



6807 



Match length 

% identity 

NCBI Description 



86 
76 

(AF035936) phosphatidylinositol 4-kinase; PI4K [Arabidopsis 
thaliana] 



beq. JNO. 


9 


oeq. iu 


ao n 7ni 1 d^SftR H1 
d-Oil / U114i.JO J • ll-i- 


Method 




IN^JDX kjl 


rrl 4Q1776 


biiAoi score 


i /in 

1 U 


E value 


7 Oo-DQ 


l v la.t.C-Xl lolly LJ.1 


66 


^ n t 4— t 7 

^ luenciLy 


4 O 


NCBI Description 


(M37636) cationic peroxidase [Arachis 


Seq. No. 


A 9 Q1 ^ 


beq. id 


a cn7H1 1 4961 7 hi 

aSn / UJ-±ri^-OX / * Il-L 


Method 


Dli/iD 1 IN 




U JlJul / -J 


BLAST score 


,30 


E value 


yl fin- 1 1 


jyiatcn lengin 


87 

0 f 


% identity 




NCBI Description 


bamanea saiuan aquaporm i v^ { 4P- L / iilimnaj 


Seq. No. 


42914 


Seq. ID 


asn /ui!4zoZb. ni 


Method 


BLASTX 


NCBI GI 


g4322421 


BLAST score 


1 CA 
104 


E value 


O Pi „ o o 

3 . Oe-2 o 


Match length 


/ y 


% identity 


/ u 


NCBI Description 






thaliana] 


Seq. No. 


4z y id 


Seq. ID 


asn/un*tz / j4 . ni 


Method 


BLAblN 




yj jjjOO 


BLAST score 


bo 


E value 


O . ue-4u 


Match length 


10:7 


% identity 


QQ 
OO 


VT/^ TD T "Pi/-, c? o >^ i vvt - n ah 

rJL*i3± Ucscripuiuu 


MoHi r'^irrn <=: ^ 1~ i fldpno^ vlhortiocvst einas 


Seq. No. 


42916 


Seq. ID 


asn701142764.hl 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


197 


E value 


1.0e-16 


Match length 


73 


% identity 


55 


NCBI Description 


(AJ223074) acid phosphatase [Glycine 



1 [Arabidopsis 



Seq. No. 



42917 



6808 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



asn701142782.hl 

BLASTX 

g2498629 

139 

7.0e-09 

44 

50 

TRANSCRIPTIONAL REPRESSOR NF-X1 >gi_2135825_pir 138869 

NFX1 - human >gi_563217 (U15306) NFX1 [Homo sapiens] 
>gi_4505387_ref_NP_002495.1_pNFXl_ nuclear transcription 
factor, X-box binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42918 

asn701142788.hl 

BLASTN 

g556346 

120 

4.0e-61 

208 
89 

Pea protein kinase (PK5) mRNA, complete cds 
42919 

asn701142796.hl 

BLASTN 

gl657381 

37 

1.0e-ll 

57 
91 

P. sativum mRNA for cholinephosphate cytidylyltransf erase 
42920 

asn701142805.hl 

BLASTN 

g255572 

46 

6.0e-17 

111 

85 

small auxin up RNA gene cluster: orf 15A [Glycine 
max=soybeans, cv. Wayne, Genomic, 637 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42921 

asn701142852.hl 

BLASTX 

g4406777 

448 

5.0e-45 

86 

90 

(AC006532) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 



42922 

asn701142884.hl 
BLASTX 



6809 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2642450 
374 

2.0e-36 

85 

79 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42923 

asn701142885.hl 

BLASTN 

g2304954 

244 

1.0e-135 

256 

99 

Glycine max aluminum induced sali5-4a mRNA, 



complete cds 



Seq. No. 


42924 


Seq. ID 


asn701142886.hl 


Method 


BLASTX 


NCBI GI 


gl001311 


BLAST score 


252 


E value 


5.0e-22 


Match length 


82 


% identity 


55 


NCBI Description 


(D64006) hypothetical protein [Synechocystis sp.] 


Seq. No. 


42925 


Seq. ID 


asn701142993.h2 


Method 


BLASTN 


NCBI GI 


gll96896 


BLAST score 


43 


E value 


2.0e-15 


Match length 


70 


% identity 


92 


NCBI Description 


Glycine max acidic ribosomal protein P0 mRNA, complete 


Seq. No. 


42926 


Seq, ID 


asn701143101.hl 


Method 


BLASTN 


NCBI GI 


gl675195 


BLAST score 


127 


E value 


3.0e-65 


Match length 


231 


% identity 


89 


NCBI Description 


Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA 



complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



42927 

asn701143140.hl 

BLASTX 

g3025189 

212 

3.0e-17 
88 



6810 



% identity 49 

NCBI Description HYPOTHETICAL 67.1 KD PROTEIN SLL1770 

>gi_1652753_dbj_BAA17672_ (D90908) ABCl-like [Synechocystis 

sp.] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42928 

asn701143172.hl 

BLASTX 

gl31770 

223 

1.0e-18 

64 

66 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

{VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



42929 

asn701143201.hl 

BLASTN 

gl69922 

86 

9.0e-41 

90 

99 

Soybean beta-1, 3-endoglucanase mRNA, complete cds 
42930 

asn701143241.hl 

BLASTN 

g3242700 

47 

2.0e-17 

131 

84 

Arabidopsis thaliana chromosome II BAC F26B6 genomxc 
sequence, complete sequence [Arabidopsis thaliana] 

42931 

asn701143257.hl 

BLASTX 

g4220480 

212 

2.0e-17 

86 

13 

(AC006069) unknown protein [Arabidopsis thaliana] 
42932 

asn701143268.hl 

BLASTX 

g4204281 

148 

8.0e-10 
71 



6811 




% identity 4 4 t 

NCBI Description (AC004146) Hypothetical protein [Arabidopsis thaliana] 

Seq. No. 42933 

Seq. ID asn701143402.hl 

Method BLASTN 

NCBI GI g310575 

BLAST score 94 

E value 1.0e-45 

Match length 218 

% identity 86 

NCBI Description Glycine max nodulin-26 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42934 

awf700836344.hl 

BLASTX 

g2352492 

205 

1.0e-16 

77 

53 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42935 

awf700836370.hl 

BLASTN 

g599957 

62 

2.0e-26 

128 

88 

P. sativum (miranda) mRNA for chloroplast outer envelope 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42936 

awf700836405.hl 

BLASTX 

g3212848 

161 

9.0e-17 

82 

70 

(AC004005) putative inositol polyphosphate-5-phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42937 

awf700836546.hl 

BLASTN 

g479059 

242 

1.0e-134 

249 
100 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 



6812 



Seq. No. 


42938 


Seq. ID 


awf700836572.hl 


Method 


BLASTN 


NCBI GI 


a479059 


BLAST score 


225 


E value 


1.0e-124 


Match length 


248 


% identity 


98 


NCBI Description 


G.max {Fiskeby V) mRNA for cysteine endopeptidase 


Seq. No. 


42939 


Seq. ID 


awf700836577.hl 


Method 


BLASTN 


MCRT (IT 


y i u t vj 


BLAST score 


102 


E value 


2.0e-50 


Match length 


206 


% identity 


91 


NCBI Description 


Vigna unguiculata cDNA for stored cotyledon mRNA 


Seq. No. 


42940 


Seq. ID 


awf 700836593. hi 


Method 


BLASTN 




y a. □ / *± j 


BLAST score 


40 


E value 


2.0e-13 


Match length 


104 


% identity 


85 


NCBI Description 


G.max mRNA for seed maturation polypeptide 


Seq. No. 


42941 


Seq. ID 


awf 700836620. hi 


Method 


BLASTN 


MPtJT r»T 


rrl ^7H9ft4 


BLAST score 


115 


E value 


4.0e-58 


Match length 


195 


% identity 


90 


NCBI Description 


P. sativum mRNA for glutathione reductase 


Seq. No. 


42942 


Seq. ID 


awf700836641.hl 


Method 


BLASTX 


lNv^D-L V3.L 


rtO i a r i nn 

y £. JlUU 


BLAST score 


139 


E value 


7.0e-09 


Match length 


60 


% identity 


45 


NCBI Description 


(AF014465) Padl homolog [Schistosoma inansoni] 


Seq. No. 


42943 


Seq. ID 


awf700836663.hl 


Method 


BLASTN 


NCBI GI 


g558544 


BLAST score 


32 


E value 


1.0e-08 


Match length 


99 



6813 



% identity 

NCBI Description 



84 

L.japonicus (Gifu B-129) mRNA for RING finger protein (C 
terminal) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42944 

awf700836713.hl 

BLASTN 

g!431744 

47 

2.0e-17 

103 
94 

Glycine max sucrose binding protein (sbp) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42945 

awf700836727.hl 

BLASTN 

g479059 

247 

1.0e-137 

247 

100 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
42946 

awf700836729.hl 

BLASTN 

g479059 

250 

1.0e-138 

250 
100 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
42947 

awf700836738.hl 

BLASTN 

g479059 

245 

1.0e-135 

245 

100 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
42948 

awf700836740.hl 

BLASTN 

g256426 

238 

1.0e-131 

246 
99 

CG4 beta-conglycinin [soybeans, Forrest and Dare, Genomic, 
3840 nt] 



Seq. No. 



42949 



6814 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



awf700836749.hl 

BLASTX 

g3600033 

256 

2.0e-22 

70 

67 

(AF080119) contains similarity to the 
the El protein (Pfam: El_N.hmm, score: 
thaliana] 



N terminal domain of 
12 . 36) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



42950 

awf700836776.hl 

BLASTX 

gl220178 

307 

1.0e-28 

80 

72 

(Z69995) dormancy related protein [Trollius ledebourii] 
42951 

awf 7 008 3 67 92. hi 

BLASTN 

g!2137 

70 

3.0e-31 

220 
89 

Pea chloroplast DNA (4.7 kb) 5' to ATP-synthase a subunit 
gene 

42952 

awf700836793.hl 

BLASTN 

gl778375 

65 

3.0e-28 

137 

87 

Pisum sativum PsRT17-l mRNA, complete cds 
42953 

awf700836872.hl 

BLASTX 

g3337366 

221 

2.0e-18 

77 

57 

(AC004481) unknown protein [Arabidopsis thaliana] 
42954 

awf700836884,hl 

BLASTN 

g479059 

237 



6815 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-131 

237 
100 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
42955 

awf700836935.hl 

BLASTX 

g4455301 

354 

5.0e-34 

80 

79 

(AL035528) putative protein [Arabidopsis thaliana] 
42956 

awf700836945.hl 

BLASTX 

g4105633 

274 

1.0e-24 

78 
71 

(AF048982) putative ethylene receptor [Arabidopsis 
thaliana] 

42957 

awf700836960.hl 

BLASTN 

g2270991 

99 

7.0e-49 

99 

100 

Glycine max metallothionein-II protein mRNA, complete cds 
42958 

awf700836979.hl 

BLASTN 

gl70019 

219 

1.0e-120 

246 

97 

Soybean maturation protein (MAT1) gene, complete cds 
42959 

awf700837030.hl 

BLASTX 

g464981 

339 

3.0e-32 

65 

94 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L237 62) 
ubiquitin carrier protein [Lycopersicon esculentum] 



6816 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42960 

awf 700837087. hi 

BLASTN 

g218264 

250 

1.0e-138 

250 

100 

Glycine max mRNA for glycinin A2Bla subunit, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42961 

awf700837143.hl 

BLASTN 

g2832366 

62 

2.0e-26 

194 

83 

Beta vulgaris var. 
and orfl and orf2 



maritima mitochondrial pol and rpo genes 



Seq. No. 


42962 


Seq. ID 


awf 700837152. hi 


Method 


BLASTN 


NCBI GI 


g479059 


BLAST score 


239 


E value 


1.0e-132 


Match length 


247 


% identity 


100 


NCBI Description 


G.max (Fiskeby V) mRNA for 


Seq. No. 


42963 


Seq. ID 


awf 700837164. hi 


Method 


BLASTX 


NCBI GI 


g4314365 


BLAST score 


202 


E value 


3.0e-16 


Match length 


73 


% identity 


58 


NCBI Description 


(AC006340) putative copia- 




[Arabidopsis thaliana] 


Seq. No. 


42964 


Seq. ID 


awf700837183.hl 


Method 


BLASTN 


NCBI GI 


g3985952 


BLAST score 


47 


E value 


2.0e-17 


Match length 


115 


% identity 


43 



for cysteine endopeptidase 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 3, 
MRC8, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 



42965 

awf700837245.hl 
BLASTN 



6817 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl8764 
148 

8.0e-78 

192 
94 

G.max tefSl gene for elongation factor EF-la 
42966 

awf700837254.hl 

BLASTN 

g!401239 

137 

3.0e-71 

201 
100 

Glycine max 7S seed globulin precursor, mRNA, complete cds 
42967 

awf700837258.hl 

BLASTX 

g4097579 

165 

4.0e-22 

76 

74 

(U64922) NTGP1 [Nicotiana tabacum] 
42968 

awf700837327.hl 

BLASTX 

g3122659 

156 

9.0e-ll 

40 

62 

PEROXIREDOXIN (REHYDRIN HOMOLOG) >gi_1926269_emb_CAA72804_ 
(Y12089) peroxiredoxin [Arabidopsis thaliana] 

42969 

awf700837351.hl 

BLASTN 

g3241916 

52 

1.0e-20 

152 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15N18, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



42970 

awf700837357.hl 

BLASTX 

g4106395 

179 

3.0e-21 

69 

75 



6818 



NCBI Description (AF073744) raffinose synthase [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42971 

awf700837380.hl 

BLASTN 

gl69962 

60 

1.0e-25 

104 

89 

Soybean 16 kDa seed maturation protein (gGmpm9) gene exons 
1-2, complete cds 



Seq. No. 


42972 


Seq. ID 


awf700837382.hl 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


67 


E value 


z . ue-zy 


Match length 


123 


% identity 


93 


NCBI Description 


Soybean neac~*snocK prouei 


Seq. No. 


42973 


Seq. ID 


awf700837395.hl 


Method 


BLASTX 


NCBI GI 


g2288986 


BLAST score 


185 


E value 


3 . Oe-14 


Match length 


45 


% identity 


76 


NCBI Description 


(AC002335) glyoxaiase n 


Seq. No. 


42974 


Seq. ID 


awf700837441.hl 


Method 


BLASTN 


NCBI GI 


g2828278 


BLAST score 


40 


E . value 


2.0e-13 


Match length 


64 


% identity 


91 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSAII project) 


Seq. No. 


42975 


Seq. ID 


awf 700837448. hi 


Method 


BLASTN 


NCBI GI 


g497416 


BLAST score 


104 


E value 


1.0e-51 



BAC clone T18B16 



Match length 

% identity 

NCBI Description 



167 
92 



Glycine max Essex dehydrin-like protein mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



42976 

awf700837476.hl 
BLASTN 



6819 



CI 



NCBI GI 


g479059 




BLAST score 


236 




E value 


1.0e-130 




Match length 


23.6 




% identity 


100 




NCBI Description 


G.max (Fiskeby V) mRNA for cysteine endopeptidase 


Seq. No. 


42977 




Seq. ID 


awf700837478.hl 


Method 


BLASTX 




NCBI GI 


g4417267 




BLAST score 


272 




E value 


2.0e-24 




Match length 


77 




% identity 


64 




NCBI Description 


(AC007019) 


hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


42978 




Seq. ID 


awf7008374{ 


37. hi 


Method 


BLASTX 




NCBI GI 


g3924596 






206 




E value 


1.0e-16 




Match length 


44 




% identity 


86 




NCBI Description 


(AF069442) 


putative phospho-ser/thr phosphatase 




[Arabidopsis thaliana] 


Seq. No. 


42979 




Seq. ID 


awf 700837512. hi 


Method 


BLASTX 






g4417279 




BLAST score 


315 




E value 


1.0e-29 




Match length 


73 




% identity 


78 




NCBI Description 


(AC007019) 


hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


42980 




Seq. ID 


awf 700837525. hi 


Method 


BLASTN 




NCBI GI 


g479059 




BLAST score 


221 




E value 


1.0e-121 




Match length 


225 




% identity 


100 




NCBI Description 


G.max (Fiskeby V) mRNA for cysteine endopeptidase 


Seq. No. 


42981 




Seq. ID 


awf700837536.hl 


Method 


BLASTX 




NCBI GI 


g3608128 




BLAST score 


154 




E value 


1.0e-10 




Match length 


40 




% identity 


41 




NCBI Description 


(AC005314) 


hypothetical protein [Arabidopsis thaliana] 



6820 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 



Seq. No. 
i-Seq.. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq., ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4263794_gb_AAD15454_ (AC006068) hypothetical protein 
[Arabidopsis thaliana] 

42982 

awf700837547.hl 

BLASTX 

g2500053 

137 

1.0e-08 

33 
79 

DNA REPAIR PROTEIN RADA HOMOLOG (DNA REPAIR PROTEIN SMS 
HOMOLOG) >gi_1314298 (U40604) ORF5; putative Sms protein; 
similar to Sms proteins from Haemophilus influenzae and 
Escherichia coli [Listeria monocytogenes] 

42983 

awf700837617.hl 

BLASTX 

g4558566 

286 

5.0e-26 

84 

63 

(AC007138) putative raffinose synthase or seed imbibition 
protein [Arabidopsis thaliana] 

42984 

awf700837624.hl 

BLASTN 

g2369765 

44 

9.0e-16 

123 

88 

Citrus paradisi mRNA for hypothetical protein 
42985 

awf 700837637. hi 

BLASTX 

g3746070 

175 

4.0e-13 

49 

65 

(AC005311) unknown protein [Arabidopsis thaliana] 
42986 

awf700837652.hl 

BLASTN 

gl70019 

221 - 

1.0e-121 

245 

98 

Soybean maturation protein (MAT1) gene, complete eels 



6821 



Seq. No. 


42987 


Seq. ID 


awf 700837671 .hi 


Method 


tit n n m v 

BLASTX 


NCBI GI 


g3269287 


BLAST score 


366 


E value 


2 . Oe-35 


Match length 


80 


% identity 


88 


NCBI Description 


(AL030978) GH3 like protein [Arabidopsis thaliana] 


Seq. No* 


42988 


Seq. ID 


awr700837684 .hi 


Method 


BLASTX 


NCBI GI 


g4o39423 


BLAST score 


170 


E value 


2.0e-13 


Match length 


57 


% identity 


70 


NCBI Description 


(AL049171) pyrophosphate-dependent phosphofructo-1 




[Arabidopsis thaliana] 


Seq. No. 


42989 


Seq. ID 


awf700837688 . hi 


Method 


BLASTX 


NCBI GI 


gl532171 


BLAST score 


181 


E value 


9.0e-14 


Match length 


40 


% identity 


85 


NCBI Description 


(U63815) AT. I. 24-9 gene product [Arabidopsis thali 


Seq. No. 


42990 


Seq. ID 


awf700837723.hl 


Method 


BLASTX 


NCBI GI 


g3641252 


BLAST score 


185 


E value 


3.0e-14 


Match length 


78 


% identity 


45 



NCBI Description 



(AF053127) 
domestical 



leucine-rich receptor-like protein kinase [Malus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



42991 

awf700837726.hl 

BLASTN 

gl8542 

132 

3.0e-68 

192 

100 

Soybean Bg gene for basic 7S globulin 
42992 

awf700837740.hl 

BLASTX 

g4220474 

177 



6822 



CI 



E value 


3.0e-13 


Match length 


51 


% identity 


73 


NCBI Description 


(AC006069) putative myosin heavy chain [Arabidopsis 




thaliana] 


Seq. No. 


42993 


Seq. ID 


awf700837783*hl 


Method 


BLASTX 




rr99 691 0^ 


BLAST score 


180 


E value 


1.0e-13 


Match length 


41 


% identity 


78 


NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 


Seq. No. 


42994 


Seq. ID 


awf700837809.hl 


Method 


BLASTN 






BLAST score 


58 


E value 


4.0e-24 


Match length 


166 


% identity 


84 


NCBI Description 


Oryza sativa proteasome alpha subunit mRNA, complete 


Seq. No. 


42995 


Seq. ID 


awf700837816.hl 


Method 


BLASTX 




g4 joujI / 


BLAST score 


185 


E value 


3.0e-14 


Match length 


77 


% identity 


51 


NCBI Description 


(AF036302) scarecrow-like 5 [Arabidopsis thaliana] 


Seq. No. 


42996 


Seq. ID 


awf700837821.hl 


Method 


BLASTN 


NCBI GI 


gl70007 


jjjjrio i score 


179 


E value 


4.0e-92 


Match length 


216 


% identity 


95 


NCBI Description 


Soybean 18 kD late embryogenesis abundant (Lea) prot 




mRNA, complete cds 


Seq. No. 


42997 


Seq. ID 


awf700837835.hl 


Method 


BLASTX 


NCBI GI 


g2739385 


BLAST score 


201 


E value 


3.0e-16 


Match length 


62 


% identity 


68 


NCBI Description 


(AC002505) putative beta-1, 3-glucanase [Arabidopsis 




thaliana] 



6823 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42998 

awf700837858.hl 

BLASTX 

g3914826 

139 

5.0e-09 

62 

55 

DNA-DIRECTED RNA POLYMERASE CHLOROPLAST PRECURSOR 
>gi_2330560_emb_CAA69972_ (Y08722) chloroplast 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] >gi_2330564_emb__CAA69717__ (Y08463) chloroplast 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] >gi_4115372 (AC005967) chloroplast single subunit 
DNA-dependent RNA polymerase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42999 

awf700837860.hl 

BLASTN 

gl8749 

158 

8.0e-84 

206 

94 

G.max mRNA for seed maturation polypeptide 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43000 

awf700837864.hl 

BLASTN 

gl8749 

166 

1.0e-88 

218 

94 

G.max mRNA for seed maturation polypeptide 
43001 

awf700837871.hl 

BLASTX 

g2088651 

151 

2.0e-10 

37 
76 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43002 

awf700837889.hl 

BLASTN 

gl70023 

169 

2.0e-90 

181 

98 

Glycine max maturation-associated protein 



(MAT 9) mRNA, 



6824 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID , . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



complete cds 
43003 

awf700837912.hl 

BLASTX 

gl526422 

203 

2.0e-16 

67 

66 

(D64139) LEA protein in group 5 



[Arabidopsis thaliana] 



43004 

awf700837913.hl 

BLASTN 

gl8749 

167 

3.0e-89 

207 

95 

G.max mRNA for seed maturation polypeptide 
43005 

awf700837914.hl 
BLASTN , * 

gl8662 
166 

1.0e-88 

230 
93 

Glycine max hsp 70 gene 
43006 

awf 700837928. hi 

BLASTN 

gl326160 

59 

1.0e-24 

150 
89 

Phaseolus vulgaris dehydrin mRNA, complete cds 
43007 

awf700837942.hl 

BLASTX 

g2662469 

169 

2.0e-12 

54 

65 

(AF034217) ribosomal protein S6 [Arabidopsis thaliana] 
43008 

awf700837945.hl 

BLASTN 

gl70023 

205 



6825 



E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-112 

229 
97 

Glycine max maturation-associated protein (MAT 9) mRNA, 
complete cds 



43009 

awf700837960.hl 

BLASTX 

g2832357 

143 

2.0e-09 

58 

53 

(Y14071) HMG protein [Arabidopsis thaliana] 
(AF049236) unknown [Arabidopsis thaliana] 



>gi_3068715 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



43010 

awf700837967.hl 

BLASTN 

gl8749 

188 

1.0e-101 

232 

95 

G.max mRNA for seed maturation polypeptide 
43011 

awf 700837972. hi 

BLASTN 

g210811 

97 

2.0e-47 

217 

86 

Bean pod mottle virus coat protein gene f complete cds, 
complete middle component (M) RNA 

43012 

awf700837984.hl 

BLASTX 

gl26078 

118 

5.0e-14 

75 

59 

LATE EMBRYOGENESIS ABUNDANT PROTEIN D-34 (LEA D-34) 

>gi_81554_pir S04046 embryonic abundant protein gD-34 - 

upland cotton >gi_18501_emb_CAA31594_ (X13206) D-34 Lea 
protein [Gossypium hirsutum] >gi_167385 (M19389) storage 

protein [Gossypium hirsutum] >gi_226556_prf 1601521F Lea 

D-34 gene [Saguinus oedipus] 

43013 

awf700837985.hl 

BLASTN 

g479059 



6826 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

5.0e-45 
109 

96 - 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 



43014 

awf700837995.hl 

BLASTN 

gl70021 

172 

4.0e-92 

208 
96 

Glycine max maturation-assocated protein 
complete cds 



(MAT1) mRNA, 



43015 

awf 700838010. hi 

BLASTN 

g472849 

73 

5.0e-33 

141 

88 

Glycine max Essex desiccation protectant protein 
homolog mRNA, complete cds 



Leal4 



43016 

awf700838011.hl 

BLASTX 

g3914002 

225 

7.0e-19 

83 
55 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_2935279 
(AF033862) Lon protease [Arabidopsis thaliana] 



Seq. No. 


43017 


Seq. ID 


awf700838012.hl 


Method 


BLASTX 


NCBI GI 


g4539005 


BLAST score 


355 


E value 


4.0e-34 


Match length 


81 


% identity 


78 


NCBI Description 


(AL049481) putat 


Seq. No. 


43018 


Seq. ID 


awf700838062.hl 


Method 


BLASTN 


NCBI GI 


gl70019 


BLAST score 


220 


E value 


1.0e-121 


Match length 


244 


% identity 


98 



6827 



NCBI Description Soybean maturation protein (MAT1) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43019 

awf700838086.hl 

BLASTX 

g4106395 

258 

9.0e-23 
81 

(AF073744) raffinose synthase [Cucumis sativusj 
43020 

awf700838125.hl 

BLASTX 

g2909420 

195 

1.0e-15 

74 

55 

(AJ224518) LEA protein [Cicer arietinum] 
43021 

awf 700838145. hi ?r 

BLASTN 

g4097879 

109 

2.0e-54 
222 

88 ^ . 

Bean pod mottle virus complete segment RNA1 polyprotexn 

gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43022 

awf700838156.hl 

BLASTX 

g!350720 

181 

1.0e-13 

35 

91 

60S RIBOSOMAL PROTEIN L32 
43023 

awf700838161.hl 

BLASTX 

g2244904 

232 

1.0e-19 

85 

16 

(Z97339) similar to hypothetical protein C02F5.7 
[Arabidopsis thaliana] 



- Caenorha 



Seq. No. 
Seq. ID 
Method 



43024 

awf700838189.hl 
BLASTX 



6828 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll72019 
304 

4.0e-28 

77 
73 

PEROXISOME BIOSYNTHESIS PROTEIN PAS1 (PEROXIN-1) 

>gi__1076972_pir A55152 PAS1 protein - yeast (Pichia 

pastoris) >gi_537420_emb_CAA85450_ (Z36987) PAS1 [Pichia 
pastoris] 



Seq. No. 


43025 




Seq. ID 


awf700838190 


hl 


Method 


BLASTX 




NCBI GI 


g2213594 




BLAST score 


362 




E value 


6.0e-35 




Match length 


85 




% identity 


81 




NCBI Description 


(AC000348) T7N9 


Seq. No. 


43026 




Seq. ID 


awf700838220 


.hi 


Method 


BLASTN 




NCBI GI 


g516853 




BLAST score 


79 




E value 


8.0e-37 




Match length 


130 




% identity 


36 




NCBI Description 


Soybean SUBI- 


-2 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43027 

awf700838229.hl 

BLASTN 

g872115 

41 

6.0e-14 

131 
88 

G.max gmsti mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43028 

awf700838263.hl 

BLASTN 

g479059 

248 

1.0e-137 

248 

100 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



43029 

awf700838288.hl 

BLASTX 

g2130018 

184 

4.0e-14 

52 
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% identity 65 

NCBI Description small heat shock protein class I, 17. 7K - common sunflower 
>gi_1235898 (U46545) 17.7 kDa heat shock protein 
[Helianthus annuus] 



Seq. No. 43030 

Seq. ID awf700838289.hl 

Method BLASTN 

NCBI GI g3293200 

BLAST score 55 

E value 2.0e-22 

Match length 171 

% identity 86 

NCBI Description Pisum sativum GTP-binding protein (IAP34) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BEAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43031 

awf700838292.hl 

BLASTX 

g2160167 

188 

3.0e-29 

79 

80 

(AC000132) Identical to A. thaliana Myb-like protexn 
(gb_D58424) . [Arabidopsis thaliana] 

43032 

awf700838310.hl 

BLASTX 

g2352492 

344 

6.0e-33 

74 

88 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

43033 

awf 700838338. hi 

BLASTX 

g3600033 

311 

4.0e-29 
73 

78 . 
(AF080119) contains similarity to the N terminal domain of 
the El protein {Pfam: ElJSI.hmm, score: 12.36) [Arabidopsis 
thaliana] 



Seq. No. 43034 

Seq. ID awf700838384.hl 

Method BLASTN 

NCBI GI gl70023 

BLAST score 206 

E value 1.0e-112 
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Match length 206 

% identity 100 

NCBI Description Glycine max maturation-associated protein {MAT 9) mRNA, 
complete cds 

Seq. No. 43035 

Seq. ID awf700838396.hl 

Method BLASTN 

NCBI GI g479059 

BLAST score 83 

E value 4.0e-39 

Match length 171 

% identity 87 

NCBI Description G.max (Fiskeby V) mRNA for cysteine endopeptidase 

Seq. No. 43036 

Seq. ID awf700838556.hl 

Method BLASTN 

NCBI GI g479059 

BLAST score 224 

E value 1.0e-123 

Match length 232 

% identity 99 

NCBI Description G.max (Fiskeby V) mRNA for cysteine endopeptidase , 

Seq. No. 43037 

Seq. ID awf700838570.hl 

Method BLASTN 

NCBI GI g479059 

BLAST score 231 

E value 1.0e-127 

Match length 231 

% identity 100 

NCBI Description G.max (Fiskeby V) mRNA for cysteine endopeptidase 

Seq. No. 43038 

Seq. ID awf700838582.hl 

Method BLASTX 

NCBI GI g4455359 

BLAST score 142 

E value 4.0e-09 

Match length 51 

% identity 55 

NCBI Description (AL035524) putative protein [Arabidopsis thaliana] 

Seq. No. 43039 

Seq. ID awf700838609.hl 

Method BLASTX 

NCBI GI g3549672 

BLAST score 201 

E value 3.0e-16 

Match length 46 

% identity 87 

NCBI Description (AL031394) putative protein [Arabidopsis thaliana] 

Seq. No. 43040 

Seq. ID awf700838727.hl 
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Method 


BLASTX 


NCBI GI 


g2160164 


BLAST score 


173 


E value 


8.0e-13 


Match length 


69 


% identity 


54 


NCBI Description 


(AC000132) No definition line found [Arabidopsis 


Seq. No. 


43041 


Seq. ID 


awf700838745.hl 


Method 


BLASTN 


NCBI GI 


g479059 


BLAST score 


243 


E value 


1.0e-134 


Match length 


243 


% identity 


100 


NCBI Description 


G.max (Fiskeby V) mRNA for cysteine endopeptidase 


Seq. No. 


43042 


Seq. ID 


awf700838773.hl 


Method 


BLASTN 


NCBI GI 


gl70019 


BLAST score 


214 


E value 


1.0e-117 


Match length 


238 


% identity 


97 


NCBI Description 


Soybean maturation protein (MAT1) gene, complete 


Seq. No. 


43043 


Seq. ID 


awf700838831.hl 


Method 


BLASTX 


NCBI GI 


al526422 


BLAST score 


158 


E value 


4.0e-ll 


Match length 


52 


% identity 


65 


NCBI Description 


(D64139) LEA protein in group 5 [Arabidopsis thai 


Seq. No. 


43044 


Seq. ID 


awf 700838864. hi 


Method 


BLASTX 


NCBI GI 


g4467134 


BLAST score 


189 


E value 


7.0e-15 


Match length 


51 


% identity 


71 


NCBI Description 


(AL035540) protein kinase like protein [Arabidops 




thaliana] 


Seq. No. 


43045 


Seq. ID 


awf700838868.hl 


Method 


BLASTX 


NCBI GI 


g!19745 


BLAST score 


141 


E value 


5.0e-09 


Match length 


79 


% identity 


42 
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NCBI Description FRUCTOSE- 1 , 6-BIS PHOSPHATASE, CHLOROPLAST PRECURSOR 

( D- FRUCTOSE- 1 , 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_67242_pir PAWTF f ructose-bisphosphatase (EC 3.1*3.11) 

precursor, chloroplast - wheat >gi_21737__emb_CAA30612_ 
(X07780) pre-FBPase [Triticum aestivum] 

>gi_217 41_emb_CAA37908_ (X53957) f ructose-bisphosphatase 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43046 

awf 700838884. hi 

BLASTX 

g2245113 

232 

1.0e-19 

72 
71 

(Z97343) glycerol-3-phosphate permease homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43047 

awf700838895.hl 

BLASTN 

g3097320 

211 

1.0e-115 

223 
99 

Glycine max gene for 



Bd 30K, complete cds 



43048 

awf700838925.hl 

BLASTX 

g3540219 

290 

2.0e-26 

84 

57 

(D87686) KIAA0017 protein [Homo sapiens] 
43049 

awf700839002.hl 

BLASTX 

g2737894 

308 

1.0e-28 

84 

64 

(U59151) Cbf5p homolog [Homo sapiens] 



Seq. No. 43050 

Seq. ID awf700839073.hl 

Method BLASTX 

NCBI GI g!184123 

BLAST score 208 

E value 5.0e-17 

Match length 74 

% identity 42 
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NCBI Description (U20809) auxin-induced protein [Vigna radiata] 



Seq. No. 


43051 


Seq. ID 


awf 700839124. hi 


Method 


BLASTX 


NCBI GI 


g2388987 


BLAST score 


177 


E value 


2.0e-13 


Match length 


56 


% identity 


62 


NCBI Description 


(Z98980) calcium transporting atpase [Schizosaccharomyc 




pombe] 


Seq. No. 


43052 


Seq. ID 


awf700839140.hl 


Method 


BLASTN 


NCBI GI 


gl401239 


BLAST score 


205 


E value 


1.0e-112 


Match length 


213 


% identity 


100 


NCBI Description 


Glycine max 7S seed globulin precursor, mRNA, complete 


Seq. No. 


43053 


Spa TD 


awf700839149 hi 


Method 


BLASTX 


NCBI GI 


g2245077 


BLAST score 


234 


E value 


5.0e-20 


Match length 


77 


% identity 


58 


NCBI Description 


(Z97343) glucanase homolog [Arabidopsis thaliana] 


Seq. No. 


43054 


Sea ID 


awf700839180 hi 


Method 


BLASTX 


NCBI GI 


g3850070 


BLAST score 


344 


E value 


6.0e-33 


Match length 


77 


% identity 


83 


NCBI Description 


(AL033385) transketolase [Schizosaccharomyces pombe] 


Seq. No. 


43055 


Seq. ID 


awf700839183 hi 


Method 


BLASTX 


NCBI GI 


gl526422 


BLAST score 


237 


E value 


2.0e-20 


Match length 


64 


% identity 


75 


NCBI Description 


(D64139) LEA protein in group 5 [Arabidopsis thaliana] 


Seq. No. 


43056 


Seq. ID 


awf700839207.hl 


Method 


BLASTX 


NCBI GI 


g4106395 



6B34 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306 

2.0e-28 

81 

67 

(AF073744) raffinose synthase [Cucumis sativus] 



Seq. No. 43057 

Seq. ID awf700839218.hl 

Method BLASTN 







BLAST score 


iUb 


E value 


1.0e-52 


Match length 


210 


% identity 


p ft 


NCBI Description 


n 0 --, r>^^ mnff 1 a tt "i 7~n c rrvmn 1 pfp ^ArnnPnt RNAl DOlVDrotein 


gene, complete cds 


Seq. No. 


A "3 n Q 


Seq. ID 


awr /uuojyioy.ni 


Method 




NCBI GI 


g44o3oou 


BLAST score 


141 


E value 


5.0e-09 


Match length 


83 


% identity 


4 


NCBI Description 


(AL035524) putative protein LArajoiaopsis Lndiidxicij 


Seq. No. 


a ~3 a c n 

43059 


Seq. ID 


awf 700839303 . nl 


Method 


BLAblA 


NCBI GI 


gl707657 


BLAST score 


251 


E value 


7.0e-22 


Match length 


82 


% identity 


r- 

50 


NCBI Description 


(Z/lo4U) DnaJ nomoiogue [risum sax-ivuiuj 


Seq. No. 


43Uou 


Seq. ID 


awr AUUo J 934 4 . nl 


Method 




NCBI GI 


g4128197 


BLAST score 


297 


E value 


2 . Oe-27 


Match length 


83 


% identity 


69 


NCBI Description 


(U75273) acyl-CoA binding protein [Arabidopsis thaliana] 


Seq. No. 


43061 


Seq. ID 


awf700839356.hl 


Method 


BLASTX 


NCBI GI 


g3256035 


BLAST score 


363 


E value 


5.0e-35 


Match length 


81 


% identity 


81 


NCBI Description 


(Y14274) putative serine/threonine protein kinase [Sorghum 




bicolor] 
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Seq. No. 


43062 


Seq. ID 


awf700839410.hl 


Method 


BLASTN 


NCBI GI 


g2661020 


BLAST score 


169 


E value 


2.0e-90 


Match length 


217 


% identity 


94 


NCBI Description 


Glycine max catalase (cat 4} mRNA, complete cds 


Seq. No. 


43063 


Seq. ID 


awf 700839438. hi 


Method 


BLASTX 


NCBI GI 


g4539291 


BLAST score 


224 


E value 


6.0e-19 


Match length 


72 


% identity 


64 


NCBI Description 


(AL049480) putative protein [Arabidopsis thaliana] 


Seq. No. 


43064 


Seq. ID 


awf700839532.hl 


Method 


BLASTX 


NCBI GI 


g3935177 


BLAST score 


132 


E value 


5.0e-12 


Match length 


65 


% identity 


63 


NCBI Description 


(AC004557) F17L21.20 [Arabidopsis thaliana] 


Seq. No. 


43065 


Seq. ID 


awf700839533.hl 


Method 


BLASTN 


NCBI GI 


g434060 


BLAST score 


39 


E value 


6.0e-13 


Match length 


175 


% identity 


82 


NCBI Description 


Soybean DNA for basic 7S globulin, complete cds 


Seq. No. 


43066 


Seq. ID 


awf700839537.hl 


Method 


BLASTX 


NCBI GI 


g3193234 


BLAST score 


171 


E value 


2.0e-12 


Match length 


60 


% identity 


55 


NCBI Description 


(AF068690) peroxisomal targeting signal-1 receptor 




[Citrullus lanatus] 


Seq. No. 


43067 


Seq. ID 


awf700839543.hl 


Method 


BLASTN 


NCBI GI 


g479059 


BLAST score 


52 
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E value 2.0e-20 

Match length 224 

% identity 81 

NCBI Description G.max (Fiskeby V) 




mRNA for cysteine endopeptidase 



Seq. No. 43068 

Seq. ID awf700839545.hl 

Method BLASTX 

NCBI GI g2275196 

BLAST score 300 

E value 1.0e-27 

Match length 76 

% identity 84 , 

NCBI Description (AC002337) water stress-induced protein, WSI7 6 isolog 
[Arabidopsis thaliana] 

Seq. No. 43069 

Seq. ID awf700839554.hl 

Method BLASTN 

NCBI GI gl70023 

BLAST score 179 

E value 3.0e-96 

Match length 255 

% identity 93 

NCBI Description Glycine max maturation-associated protein (MAT 9) mRNA, 
complete cds 

Seq. No. 43070 

Seq. ID awf700839576.hl 

Method BLASTX 

NCBI GI g3790188 

BLAST score 160 

E value 2.0e-21 

Match length 86 

% identity 67 

NCBI Description (Y14431) NAD-dependent isocitrate dehydrogenase [Nxcotiana 
tabacum] 

Seq. No. 43071 

Seq. ID awf700839589.hl 

Method BLASTN 

NCBI GI gl4311 

BLAST score 65 

E value 3,0e-28 

Match length 231 

% identity 83 

NCBI Description G.max chloroplast gene rpsl9 and flanking regions 

Seq. No. 43072 

Seq. ID awf700839595.hl 

Method BLASTN 

NCBI GI g4102691 

BLAST score 4 9 

E value 5.0e-19 

Match length 109 

% identity 86 

NCBI Description Glycine max late-embryogenesis abundant protein mRNA, 
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complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43073 

awf700839607.hl 

BLASTN 

g479059 

103 

5.0e-51 

191 

94 

G.max (Fiskeby V) 



mRNA for cysteine endopeptidase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43074 

awf700839666.hl 

BLASTN 

g3097270 

96 

8.0e-47 

212 

86 

Solanum tuberosum, cultivar binje, 



mRNA for f errochelatase 



Seq. No. 


A o n *7 c 


Seq. ID 


awf 7 00839 o /I .nl 


Method 


BLASTX 


NCBI GI 


g2642429 


BLAST score 


220 


E value 


2 . 0e-18 


Match length 


75 


% identity 


19 


NCBI Description 


(AC002391) putative poly (A) - 




thaliana] 


Seq. No. 


43076 


Seq. ID 


awf700839707.hl 


Method 


BLASTX 


NCBI GI 


g3688173 


BLAST score 


285 


E value 


7.0e-26 


Match length 


70 


% identity 


74 


NCBI Description 


(AL031804) putative protein 


Seq. No. 


43077 


Seq. ID 


awf700839720.hl 


Method 


BLASTX 


NCBI GI 


g322867 


BLAST score 


183 


E value 


6.0e-14 


Match length 


80 


% identity 


51 


NCBI Description 


translation initiation fact 




p82 - wheat 


Seq. No. 


43078 


Seq. ID 


awf700839771.hl 


Method 


BLASTN 



isozyme form subunit 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl70019 
214 

1.0e-117 

246 
97 

Soybean maturation protein (MAT1) gene, complete cds 
43079 

awf700839809.hl 

BLASTN 

g3901009 

44 

6.0e-16 

76 
89 

Eichhornia crassipes 
clone C 



mRNA for metallothionein-like protein, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43080 

awf700839829.hl 

BLASTN 

g2270987 

82 

2.0e-38 

166 

93 

Glycine max Em protein mRNA, complete cds 



43081 

awf700839890.hl 

BLASTN 

gl9257 

77 

2.0e-35 

212 

87 

Lycopersicon esculentum hsc-2 
cognate 



mRNA for heat shock protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43082 

awf700839919.hl 

BLASTN 

g497416 

266 

1.0e-148 

266 

87 

Glycine max Essex dehydrin-like protein mRNA, complete cds 
43083 

awf700839961.hl 

BLASTX 

g2245065 

186 

2.0e-14 

67 

21 
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NCBI Description (Z97342) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



43084 

awf700839991.hl 

BLASTN 

g479059 

233 

1.0e-128 

233 

100 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
43085 

awf700840012.hl 

BLASTX 

g2894594 

175 

3.0e-13 

52 
60 

(AL021889) hypothetical protein [Arabidopsis thaliana] 
43086 

awf700840048.hl 

BLASTN 

g497416 

80 

3.0e-37 

100 

95 

Glycine max Essex dehydrin-like protein mRNA, complete cds 
43087 

awf700840060.hl 

BLASTN 

g2244991 

32 

1.0e-08 

60 

88 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

43088 

awf700840078.hl 

BLASTN 

g479059 

227 

1.0e-125 

227 

100 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
43089 

awf700840115.hl 

BLASTX 

gl620896 
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BLAST score 179 

E value 2.0e-21 

Match length 70 

% identity 74 

NCBI Description (D87956) protein involved in sexual development 

[ Schi zosacchar omyce s pombe ] >gi_2 40804 8__emb_CABl 6 2 5 1_ 
(Z99164) hypothetical protein [Schizosaccharomyces pombe] 

Seq. No. 43090 

Seq. ID awf700840140.hl 

Method BLASTN 

NCBI GI g2924257 

BLAST score 60 

E value 3.0e-25 

Match length 161 

% identity 88 

NCBI Description Tobacco chloroplast genome DNA 

Seq. No. 43091 

Seq. ID Iwf700840162.hl 

Method BLASTX 

NCBI GI g2558938 

BLAST score 98 

E value 2.0e-09 

Match length 63 

% identity 62 

NCBI Description (AF024 625) arm repeat containing protein [Brassica napus] 

Seq. No. 43092 

Seq. ID awf700840170.hl 

Method BLASTX 

NCBI GI g4415925 

BLAST score 140 

E value 6.0e-16 

Match length 60 

% identity 67 

NCBI Description (AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 

Seq. No. 43093 

Seq. ID awf700840214.hl 

Method BLASTN 

NCBI GI g2661020 

BLAST score 186 

E value 1.0e-100 

Match length 218 

% identity 96 

NCBI Description Glycine max catalase (cat 4) mRNA, complete cds 

Seq. No. 43094 

Seq. ID awf700840234.hl 

Method BLASTN 

NCBI GI gl9653 

BLAST score 32 

E value 1.0e-08 

Match length 56 

% identity 89 
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NCBI Description M.sativa mRNA for protein disulfide isomerase 



Seq. No. 43095 

Seq. ID awf700840238.hl 

Method BLASTN 

NCBI GI gl431744 

BLAST score 63 

E value 4.0e-27 

Match length 124 

% identity 96 

NCBI Description Glycine max sucrose 
cds 



binding protein (sbp) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43096 

awf700840263.hl 

BLASTN 

gl389896 

59 

1.0e-24 

59 

100 

Glycine max 68 kDa LEA protein mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43097 

awf700840266.hl 

BLASTX 

g4469014 

324 

2.0e-30 

78 

83 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



43098 

awf 700840287. hi 

BLASTX 

g4006873 

138 

1.0e-08 

81 
33 

(Z99707) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 43099 

Seq. ID awf700840295.hl 

Method BLASTX 

NCBI GI g2501460 

BLAST score 141 

E value 3.0e-09 

Match length 29 

% identity 90 

NCBI Description PROBABLE UBIQUITIN CARBOXYL- TERMINAL HYDROLASE HAUSP 
(UBIQUITIN THIOLESTERASE HAUSP) (UBIQUITIN-SPECIFIC 
PROCESSING PROTEASE HAUSP) (DEUBIQUITINATING ENZYME HAUSP) 
(HERPESVIRUS ASSOCIATED UBIQUITIN-SPECIFIC PROTEASE) 
>gi_1545952_emb_CAA96580_ (Z72499) herpesvirus associated 
ubiquitin-specific protease (HAUSP) [Homo sapiens] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4507857_ref_NP_003461. l_pUSP7_ Herpes virus-associated 
ubiquitin-specif ic protease 

43100 

awf700840341.hl 

BLASTX 

g2129854 

331 

3.0e-31 

82 

74 

early nodulin 8 precursor - alfalfa >gi_304037 (L18899) 
early nodulin [Medicago sativa] 



Seq. No. 


43101 


Seq. ID 


awf700840396.hl 


Method 


BLASTX 


NCBI GI 


gl871526 


BLAST score 


244 


E value 


4.0e-21 


Match length 


82 


% identity 


11 


NCBI Description 


(X81997) leucine-ri 


Seq. No. 


43102 


Seq. ID 


awf700840476.hl 


Method 


BLASTX 


NCBI GI 


g2129739 


BLAST score 


204 


E value 


2.0e-16 


Match length 


48 


% identity 


81 


NCBI Description 


shaggy-like kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



a - Arabidopsis thaliana 
>gi_1161512_emb_CAA64409_ (X94939) shaggy-like kinase etha 
[Arabidopsis thaliana] >gi_1627516_emb_CAA70144_ (Y08947) 
shaggy-like kinase etha [Arabidopsis thaliana] 

43103 

awf700840481.hl 

BLASTN 

g210811 

105 

3.0e-52 

233 
86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

43104 

awf700840532.hl 

BLASTX 

g2894599 

221 

2.0e-18 

47 

79 

(AL021889) putative protein [Arabidopsis thaliana] 



6843 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43105 

awf700840540.hl 

BLASTN 

gl69928 

32 

1.0e-08 

40 

95 

Glycine max alpha '-type beta conglycinin storage protein 
gene, complete cds, clone ch4A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43106 

awf700840560.hl 

BLASTX 

gl256259 

158 

3.0e-ll 

63 

51 

(U50900) voltage-dependent anion channel protein [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43107 

awf700840581.hl 

BLASTX 

gl38364 

190 

2.0e-15 

60 

66 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


43108 


Seq. ID 


awf700840584 


Method 


BLASTN 


NCBI GI 


g516853 


BLAST score 


57 


E value 


2.0e-23 


Match length 


165 


% identity 


59 


NCBI Description 


Soybean SUBI 


Seq. No. 


43109 


Seq. ID 


awf700840586 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


191 


E value 


1.0e-103 


Match length 


235 


% identity 


95 


NCBI Description 


G.max tefSl 


Seq. No. 


43110 
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Seq. ID awf700840591.hl 

Method BLASTX 

NCBI GI g3914467 

BLAST score 125 

E value 2.0e-09 

Match length 56 

NCBI^eiSiption 26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 
>gi_1864003_dbj_BAA19252_ (AB001422) 21D7 [Nicotiana 
tabacum] 

Seq. No. 43111 

Seq. ID awf700840592.hl 

Method BLASTN 

NCBI GI gl70007 

BLAST score 112 

E value 2.0e-56 

Match length 178 

% identity 93 , 

NCBI Description Soybean 18 kD late embryogenesis abundant (Lea) protein 
mRNA, complete cds 

Seq. No. 43112 

Seq. ID ^ awf700840639.hl 

Method BLASTN 

NCBI GI g4210331 

BLAST score 68 

E value 4.0e-30 

Match length 172 

% identity 85 

NCBI Description Arabidopsis thaliana mRNA for 2-oxoglutarate dehydrogenase 
E2 subunit 

Seq. No. 43113 

Seq. ID awf700840771.hl 

Method BLASTX 

NCBI GI g4468812 

BLAST score 347 

E value 3.0e-33 

Match length 80 

% identity 79 

NCBI Description (AL035601) putative protein [Arabidopsis thaliana] 

Seq. No. 43114 

Seq. ID awf700840804.hl 

Method BLASTX 

NCBI GI g2052029 

BLAST score 265 

E value 1.0e-23 

Match length 78 

% identity 64 

NCBI Description (Y10820) glutathione transferase [Glycine max] 

Seq. No. 43115 

Seq. ID awf700840806.hl 

Method BLASTX 

NCBI GI g4314371 



6845 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



196 

1.0e-15 

76 

45 

(AC006340) 



putative G9a protein [Arabidopsis thaliana] 



43116 

awf700840826.hl 

BLASTN 

g4097879 

83 

5.0e-39 

175 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



43117 

awf700840835.hl 

BLASTN 

gl70007 

187 

1.0e-101 

239 

95 

Soybean 18 kD late embryogenesis abundant 
mRNA, complete cds 



(Lea) protein 



43118 

awf700840842.hl 

BLASTN 

g!70023 

57 

6.0e-24 

97 

90 

Glycine max maturation-associated protein (MAT 9) mRNA, 
complete cds 

43119 

awf700840853.hl 

BLASTN 

g210811 

119 

2.0e-60 

227 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

43120 

awf700840857.hl 

BLASTN 

g4102691 

180 

6.0e-97 
232 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



94 

Glycine max late-embryogenesis abundant protein mRNA, 
complete cds 

43121 

awf700840862.hl 

BLASTN 

g2832374 

32 

7.0e-09 

48 

92 

Arabidopsis thaliana mRNA for AtMYBll R2R3-MYB 
transcription factor 

43122 

awf 700840868. hi 

BLASTX 

gl26078 

191 

6.0e-15 

55 
76 

LATE EMBRYOGENESIS ABUNDANT PROTEIN D-34 (LEA D-34) 

>gi_81554_pir S04046 embryonic abundant protein gD-34 - 

upland cotton >gi_18501_emb_CAA31594_ (X13206) D-34 Lea 
protein [Gossypium hirsutum] >gi_167385 (M19389) storage 

protein [Gossypium hirsutum] >gi_226556_prf 1601521F Lea 

D-34 gene [Saguinus oedipus] 

43123 

awf700840885.hl 

BLASTX 

gl20669 

320 

4.0e-30 

77 

79 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905__ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

43124 

awf700840916.hl 

BLASTX 

g4006886 

293 

6.0e-27 

78 

74 

(Z99708) putative protein [Arabidopsis thaliana] 
43125 

awf700840941.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



gl653665 
152 

2.0e-10 

42 

69 

(D90915) 



peptide chain release factor [Synechocystis sp.] 



43126 

awf700841015.hl 

BLASTX 

g3687237 



BLAST score 


244 




4.0e-21 


i id i_ on ±ciiy uii 


79 


%. "i Hon i~ i *t~ v 


62 


L\ w J_3 -A- UCC^/J L. O J- V/ A x 


(AC005169) putative Cys3His zi 




FArahi Hnn^i ^ thalianal 


O C L£ • Vi\J % 


43127 


Qorr TTl 

oeq. lu 


awf700841040 hi 


Method 


BLASTN 


NCBI GI 


gl8693 


RT2i c I r P cpnrp 

DJUtlkj J. o -L C; 


57 


cj value 




ixiaucn ±eiigT-ii 


7^ 
/ j 




95 


uescripLiuxi 


tJnvhpan ttiRNA "Pot* Nodulin— 21 




43128 


beq* xu 


awf700841130 hi 




RT.ASTN 


NCBI GI 


g497416 


BLAST score 


129 


III vdiUc 


2 . Oe-66 


TvA -3 +- y-iVi "1 /-i-n /-tf- 

L v iaT_cn ±enyL.xi 


?37 


-6 laeuuiLy 


PQ 




Glvcine max Essex dehvdrin- li 


oeq • inu . 




a&rr TV) 


awf700841151 hi 


Mpfhnri 


BLASTN 


NCBI GI 


g599957 


BLAST score 


45 


E value 


9.0e-17 


Match length 


97 


% identity 


87 


NCBI Description 


P. sativum (miranda) mRNA for 




protein 


Seq. No. 


43130 


Seq. ID 


awf700841164.hl 


Method 


BLASTX 


NCBI GI 


g2564066 


BLAST score 


236 


E value 


3.0e-20 


Match length 


57 


% identity 


79 



for chloroplast outer envelope 
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NCBI Description (D45900) LEDI-3 protein [Lithospermum erythrorhizon] 
43131 

awf700841264.hl 
BLASTX 
g3894158 
154 

1.0e-17 
77 
54 

(AC005312) similar to phloem-specif ic lectin [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43132 

awf700841291.hl 

BLASTX 

g3142291 

114 

3.0e-ll 

74 

61 

(AC002411) Contains similarity to adenylate cyclase 
gb_AF012921 from Magnaporthe grisae. EST gb_Z24512 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43133 

awf700841311.hl 

BLASTN 

gl70007 

193 

1.0e-104 

273 

94 

Soybean 18 kD late embryogenesis abundant (Lea) protein 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43134 

awf700841324.hl 
BLASTX 
g282994 
173 

1.0e-12 
81 
48 

Sipl protein 
protein [Hordeum vulgar e] 



barley >gi_167100 (M77475) seed imbibition 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43135 

awf700841354.hl 

BLASTX 

g2842487 

269 

5.0e-24 

80 
61 

(AL021749) SOF1 protein-like protein [Arabidopsis thaliana] 
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Q ^ VJ^. 

oSCJ. JNO • 


4^1 ^fi 

1 J i J o 


Cprr Tf) 


awf 700841357 .hi 


rie Liioa 




NCBI GI 


gl8749 


BLAST score 


202 


Hi value 


1 . 0e-110 


ixiaxcn ±engi_ii 


£. *± U 


% identity 


y D 


jnudx jjesciT ip t,J-UIl 


f^i tdpy niRNA for qppH maturation Dolvneotide 


beq. NO, 


4 "31 ^7 




awf700841359 hi 


Method 




NCBI GI 


g3738312 


BLAST score 


261 


Hj Vaiuc 


5 0^-93 


ixiar.cn lengtn 


ft £ 


% identity 


DO 


jNUtii uescnpcion 


f arnnR^fiQ^ h\;nnfhpti rsl nrofpin rArafoidoDS 


beq. no. 


4 "31 "3ft 


c t n 

DGq. 1U 


3w-F7nf)R41 367 hi 

Clvvl / / • ilX 


Method 


DJ_LraO 1 A. 


NCBI GI 


goo4ozo 


BLAbl score 


i yz 


E value 


6.0e-15 


Match length 


38 


^ identity 


o y 


NCBI Description 


"DO DDfWTTTXT *s/r-5 ^9979£ ni r ^^9194 R9 nrn^P 


^^■4 0Q7QQQ /^ttiV> nam (T7R fY79"3ftR^ R9 *n-rr>i~P 

>gi zy /ooy eiuo u/iHoiu/o \A.f£.oo*j) pxuuc 




Octi- kj ua j 


Seq. No. 


4oioy 


oeq, ±u 




Method 


DT 7\ QTM 




rr1 70007 

g± / uuu / 


BLAST score 


179 


E value 


3.0e-96 


i-iar-cn lengrjri 


1 QQ 
i y -? 


% identity 


Q7 


NCBI Description 


OOyiJ"aXl lo J^U idle dLLU i. yuy cnco-Lo Qi_/u.ii\-ia.ii. l, 






Seq. No. 




Seq. ID 


awf700841467.hl 


Method 


BLASTN 


NCBI GI 


g479059 


BLAST score 


249 


E value 


1.0e-138 



[ Daucus 



(Lea) protein 



Match length 253 
% identity 100 
NCBI Description G.max 



(Fiskeby V) mRNA for cysteine endopeptidase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



43141 

awf700841479.hl 

BLASTN 

g497416 



6850 




BLAST score 


251 


E value 


1.0e-139 


Match length 


251 


% identity 


76 


NCBI Description 


Glycine max Essex 




dehydrin-like protein mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43142 

awf700841491.hl 

BLASTX 

g3451078 

137 

1.0e-08 

80 
46 

(AL031326) putative protein [Arabidopsis thaliana] 
43143 

awf 700841557. hi 

BLASTX 

g3292817 

279 

3.0e-25 

58 

84 

(AL031018) hypothetical protein [Arabidopsis thaliana] 
43144 

awf700841571.hl 

BLASTN 

g2924257 

141 

1.0e-73 

226 

45 

Tobacco chloroplast genome DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43145 

awf700841609.hl 

BLASTN 

g576508 

34 

9.0e-10 

102 

83 

Pisum sativum GTP-binding protein 
cds 



[IAP8 6) rnRNA, complete 



Seq. No. 43146 

Seq. ID awf700841614.hl 

Method BLASTX 

NCBI GI gl!70746 

BLAST score 14 4 

E value 2.0e-09 

Match length 38 

% identity 76 . 

NCBI Description DESICCATION PROTECTANT PROTEIN LEA14 HOMOLOG >gi_472850 

(U08108) putative desiccation protectant protein, homolog 



6851 



of Leal4, GenBank Accession Number M88321 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43147 

awf700841677.hl 

BLASTN 

gl69986 

95 

3.0e-46 

119 

95 

Soybean (Glycine max) 
gene, complete cds 



heat shock protein (Gmhspl7 . 5-E) 



43148 

awf700841689.hl 

BLASTX 

g2493895 

202 

3-0e-16 

47 
85 

CYSTEINE SYNTHASE (O-ACETYLSERINE SULFHYDRYLASE) 
(O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_1071911_pir S46438 cysteine synthase (EC 4.2.99.8) 

watermelon >gi_5404 97_dbj_BAA05965_ (D28777) cysteine 
synthase [Citrullus lanatus] 

43149 

awf700841709.hl 

BLASTX 

g3150405 

214 

1.0e-17 

83 

49 

(AC004165) putative indole-3-acetate 
beta-glucosyltransferase [Arabidopsis thaliaha] 



Seq> No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43150 

awf700841714.hl 

BLASTX 

g2462134 

226 

5.0e-19 

83 

49 

(Y13368) reverse transcriptase 



[Beta vulgaris] 



43151 

awf700841728.hl 

BLASTX 

g2909420 

115 

1.0e-10 

55 

21 

(AJ224518) LEA protein [Cicer arietinum] 



6852 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43152 

awf700841751.hl 

BLASTN 

g497416 

255 

1.0e-141 

255 
77 

Glycine max Essex dehydrin-like protein mRNA, complete cds 
43153 

awf700841803.hl 

BLASTN 

gl70023 

241 

1.0e-133 

248 

100 

Glycine max maturation-associated protein (MAT9) mRNA, 
complete cds 

43154 

awf700841828.hl 

BLASTX 

g2462841 

148 

7.0e-10 

63 

41 

(AF000657) similar to selenium-binding protein 
gp_Z97335_2244760 [Arabidopsis thaliana] 

43155 

awf700841843.hl 

BLASTX 

gl26078 

159 

7.0e-13 

56 

70 

LATE EMBRYOGENESIS ABUNDANT PROTEIN D-34 (LEA D-34) 

>gi_81554__pir S04046 embryonic abundant protein gD-34 - 

upland cotton >gi_18501_emb_CAA31594_ (X13206) D-34 Lea 
protein [Gossypium hirsutum] >gi_167385 (M19389) storage 

protein [Gossypium hirsutum] >gi_226556_prf 1601521F Lea 

D-34 gene [Saguinus oedipus] 

43156 

awf700841855.hl 

BLASTN 

g2570066 

76 

7.0e-35 

222 

91 

Pisum sativum mRNA for second sucrose synthase 



6853 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43157 

awf700841930.hl 

BLASTX 

g2244965 

268 

5.0e-24 

76 

72 

(Z97340) unnamed protein product [Arabidopsis thaliana] 
43158 

awf700841934.hl 

BLASTN 

g2160155 

43 

2.0e-15 

75 
89 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome - 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43159 

awf700841949.hl 

BLASTN 

gl70019 

220 

1.0e-121 

244 

98 

Soybean maturation protein 



(MAT1) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43160 

awf700841962.hl 

BLASTX 

g2789660 

299 

1.0e-27 

79 

73 

(AF040102) p!05 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43161 

awf700841967.hl 

BLASTN 

g479059 

232 

1.0e-128 

240 

99 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



43162 

awf700841987.hl 

BLASTX 

g464628 

142 
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E value 
Match length 
% identity 
NCBI Description 



3.0e-09 

40 

70 

60S RIBOSOMAL PROTEIN L22 (EPSTEIN-BARR VIRUS SMALL RNA 
ASSOCIATED PROTEIN) (EBER ASSOCIATED PROTEIN) (EAP) 

(HEPARIN BINDING PROTEIN HBP15) >gi_542841_pir JC2120 

heparin-binding protein 15 - human >gi_31062_emb_CAA42007_ 
(X59357) Epstein-Barr virus small RNA associated protein 
[Homo sapiens] >gi_409070_dbj__BAA04545_ (D17652) HBpl5/L22 
[Homo sapiens] >gi_4506613_ref_NP_000974 . l_pRPL22_ 
ribosomal protein L22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43163 

awf700842014.hl 

BLASTN 

g3452181 

255 

1.0e-141 

255 
100 

Glycine soja cv 342-633A clone 2 
intergenic spacer region 



26S-18S ribosomal RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43164 

awf700842017.hl 

BLASTX 

g4191791 

331 

3.0e-31 

80 
75 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43165 

awf700842056.hl 

BLASTN 

g2661020 

131 

1.0e-67 

187 
93 

Glycine max catalase 



(cat4) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43166 

awf700842087.hl 

BLASTX 

g!707017 

258 

6.0e-23 

67 

75 

(U78721) RNA helicase isolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



43167 

awf700842115.hl 
BLASTX 



6855 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3850588 
163 

1.0e-ll 

48 

58 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb__T04384 come 
from this gene. [Arabidopsis thaliana] 



beg. wo. 


3 X DO 


beg* iu 


aw f IdOQAOl "37 hi 
clwx / yuOiilJ / .lix 


L v ie tnou 


RT.A^TKf 

DXLTlO X IN 


NCBI GI 


g22635 


BLAST score 


122 


E value 


o . ue dz 


Match length 


1 QQ 


% identity 


yo 


inOci Description 


ifm Vulgaris lLi£\iN.f-l XUX /U JvJJ Ilcclu oilvJOJs. piULcxn 


Seg. No. 




beg. iu 


awi /uuo4ziou . ni 


Method 


oluhib Ivi 


NCBI GI 


g2370311 


BLAST score 


37 


E value 


i . ue-n 


Match length 


y / 


% identity 




NCBI Description 


Meaicago saliva iuKJNri. xor unau iiKe proLcin 


C *r "Kin 

beg. no. 


4jI / U 


beg. iu 


qWI / UUOftZXO/ .111 


Method 


rSLAblN 


1n^-»D X OX 


I \J Z> O Zf 


BLAST score 


39 


E value 


9.0e-13 


Match length 


63 


% identity 


90 


NCBI Description 


Glycine max dehydrin (GmPM12) mRNA, complete 


Seg. No. 


43171 


Seg. ID 


awf700842169.hl 


Method 


BLASTX 


NCBI GI 


g2088647 


BLAST score 


315 


E value 


2.0e-29 


Match length 


75 


% identity 


83 


NCBI Description 


(AF002109) hypothetical protein [Arabidopsis 



>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 



Seg. No. 43172 

Seg. ID awf700842177.hl 

Method BLASTN 

NCBI GI g3201571 

BLAST score 68 



6856 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seg. No. 
''Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



4.0e-30 

85 

94 

Beta vulgaris mitochondrial rps7 gene for ribosomal protein 
S7, complete cds 

43173 

awf700842217.hl 

BLASTX 

g2654210 

123 

2.0e-09 

55 

59 

(AF035457) heat shock 70 protein [Spinacia oleracea] 
43174 

awf700842232.hl 

BLASTN 

g4406531 

104 

2.0e-51 

124 
96 

Vigna radiata NADPH-protochlorophyllide oxidoreductase 
mRNA, chloroplast gene encoding chloroplast protein, 
complete cds 

43175 

awf700842251.hl 

BLASTX 

g3158476 

277 

5.0e-25 

66 

83 

(AFO 67185) aquaporin 2 [Samanea saman] 

43176 . . . 

awf?0084226G.hl 

BLASTX 

g2739168 

245 

3:0e-21 

83 

63 

(AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43177 

awf700842264.hl 

BLASTN 

g343344 

234 

1.0e-129 

255 

97 



6857 



NCBI Description Soybean chloroplast 16S rRNA (3' end), 18S rRNA {5' end), 
Ile-tRNA, and Ala-tRNA genes 



Seq. No. 


43178 


Seq. ID 


awf700842279.hl 


Method 


ID XJCLtD X IN 




gl8749 


BLAbi score 


£. J 




1.0e-124 


jyiarcn lengun 


z. *± o 


9- -! >—] <^>i H — n 4-ir 

•e iaenLiT,y 


.7 o 




G.itiax mRNA for 


Seq. No. 


43179 


Seq. ID 


awf700842282.hl 


Method 


BLASTN 


NCBI GI 


g479059 


BLAST score 


234 


E value 


1.0e-129 


Match length 


246 


% identity 


99 



NCBI Description G.max 



Seq. No. 


43180 


Seq. ID 


awf700842294.hl 


Method 


BLASTN 


NCBI GI 


g4 y / 41o 


BLAST score 


141 


E value 


1. Oe-73 


Match length 


165 


% identity 


96 


NCBI Description 


Glycine max Essex dehydrin-like protein 


Seq. No. 


43181 


Seq. ID 


awf700842295.hl 


Method 


BLASTX 


NCBI GI 


g2804154 


BLAST score 


106 


E value 


5.0e-13 


Match length 


81 


% identity 


65 


NCBI Description 


(AJ222973) aquaporin [Lupinus albus] 


Seq. No. 


43182 


Seq. ID 


awf700842296.hl 


Method 


BLASTX 


NCBI GI 


g4262154 


BLAST score 


365 


E value 


3.0e-35 


Match length 


84 


% identity 


88 


NCBI Description 


(AC005275) putative protein phosphatase 




[Arabidopsis thaliana] 


Seq. No. 


43183 


Seq. ID 


awf700842312.hl 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3212250 
137 

1.0e-08 

59 

49 

Tetratricopeptide Repeats Of Protein Phosphatase 
43184 

awf700842332.hl 

BLASTX 

g4455360 

185 

2.0e-14 

70 

4 

(AL035524) putative protein [Arabidopsis thaliana] 
43185 

awf700842340.hl 

BLASTX 

g2244904 

215 

1.0e-17 
68 
60 

(Z97339) similar to hypothetical protein C02F5.7 
[Arabidopsis thaliana] 



- Caenorha 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



43186 

awf 700842354. hi 

BLASTN 

g256426 

239 

1.0e-132 

247 

99 

CG4 beta-conglycinin [soybeans, Forrest and Dare, Genomic, 
3840 nt] 

43187 

awf700842367.hl 

BLASTX 

g419760 

219 

4.0e-18 

81 

26 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_3849833_emb_CAA43646_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 

43188 

awf700842394.hl 

BLASTN 

g3378649 

45 

2.0e-16 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



113 
85 

M.sativa mRNA translated from abscisic activated gene 
43189 

awf700842446.hl 

BLASTN 

g2760829 

35 

2.0e-10 

71 
87 

Arabidopsis thaliana chromosome II BAC F18A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

43190 

awf700842457.hl 

BLASTN 

g497416 

251 

1.0e-139 

251 

76 

Glycine max Essex dehydrin-like protein mRNA, complete cds 
43191 

awf700842539.hl 

BLASTX 

g542157 

179 

2.0e-13 

42 
81 

ribosomal 5S RNA-binding protein - Rice 
43192 

awf700842541.hl 

BLASTX 

gll70746 

187 

1.0e-26 

78 

83 

DESICCATION PROTECTANT PROTEIN LEA14 HOMOLOG >gi_472850 
(U08108) putative desiccation protectant protein, homolog 
of Leal4, GenBank Accession Number M88321 [Glycine max] 

43193 

awf700842550.hl 

BLASTX 

g3176664 

238 

2.0e-20 

62 

69 

(AC004393) Contains similarity to beta scruin gb_Z47541 
from Limulus polyphemus. ESTs gb_T04493 and gb_AA585955 



6860 



come from this gene. [Arabidopsis thaliana] 



ocCJ * 1NO • 


43194 


Seq. ID 


awf700842639.hl 


Method 


BLASTX 


1NL/.DX kjX 


a598073 




331 


vame 




M^fhnln 1 (=*n rr1" h 
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t) J_U.CllL.XLy 


90 


lNLxOX UcbLIiptlUll 


(L36806) GT-1 [Arabidopsis thaliana] 


beq. wo. 


431 9^ 


Seq. ID 


awf700842642.hl 


Method 


BLASTN 


IML.J-5X bl 


aSI 0931 


Diiiioi score 




E value 




lyiat-cn xencjLn 


91 fi 


■6 xaenL.xL.y 


P.7 


LNUJdX UcSLI Xp LXUil 


v f^ha mRNA for aloha 1.4-alucan phosphorylase type H 


beq. ino. 


4 31 


Seq. ID 


awf 700842735. hi 


Method 


BLASTX 


JNO.DX bl 


rr9Qfi946fi 


BLAbi score 


ZU1 


E value 


c Do— 1 £ 
O • Uc X O 


ixiaL.cn xeiiy Lxi 


63 


(X J r*t n "h - i 4" ^ T 

•6 iaeni:xL.y 


R4 


nl,j_>x uescrxp l.x<jii 


( at. 099993 ^ mitative protein [Arabidopsis thaliana] 


Seq. No. 


43197 


Seq. ID 


awf700842749.hl 


Method 


BLASTN 


Nbril bl 


rrl 3ftQfi96 


T2 T 71 C HP a r< r*it~c* 


1 77 


E value 




LYtatCII XtrXiy LI1 


261 


^ laenriLy 




jnujdI uescrxpLion 


pi vpinp max fifi kDa LEA protein mRNA, complete cds 


Seq. No. 


ylOl QQ 

4 OX 3 0 


Seq. ID 


awf700842793.hl 


Method 


BLASTN 


JNLvlJl bl 


rrl 7001 9 


BLAST score 


999 


E value 


1 rio-1 99 
x . ue izi 


ixiaucn lenyLu 


94 


% identity 




NCBI Description 


Soybean maturation protein (MAT1) gene, complete cds 


Seq. No. 


43199 


Seq. ID 


awf700842817.hl 


Method 


BLASTX 


NCBI GI 


g2459437 


BLAST score 


143 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-09 

28 

89 

(AC002332) 



hypothetical protein [Arabidopsis thaliana] 



43200 

awf700842872.hl 

BLASTN 

g21012 

116 

9.0e-59 

156 

94 

Phaseolus vulgaris mRNA (pR-2) 
(GS,EC 6.3.1.2) 



for glutamine synthetase 



43201 

awf700842890.hl 

BLASTX 

g4455224 

171 

9.0e-13 

61 

56 

(AL035440) putative protein [Arabidopsis thaliana] 
43202 

awf700842903.hl 

BLASTN 

g311697 

160 

3.0e-85 

160 

18 

G.max Lea protein mRNA, complete CDS 
43203 

awf700842928.hl 

BLASTX 

g3287691 

153 

1.0e-10 

44 

61 

(AC003979) Contains similarity to RING zinc finger protein 
gb_X95455 from Gallus gallus . [Arabidopsis thaliana] 

43204 

awf700842936.hl 

BLASTN 

g479059 

243 

1.0e-134 

247 

100 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43205 

awf700843061.hl 

BLASTN 

g2924653 

39 

5.0e-13 

47 
32 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDA7, complete sequence [Arabidopsis thaliana] 



k_} ~ • IN W • 


43206 


OCU • J. L/ 


awf700843063.hl 


Method 


BLASTN 


NCBI GI 


g479059 


BLAST score 


227 


E value 


1.0e-125 


Match length 


234 


% identity 


100 


NCBI Description 


G.max (Fiskeby V) 


Seq. No. 


43207 


Seq. ID 


awf700843130.hl 


Method 


BLASTX 


NCBI GI 


g232031 


BLAST score 


231 


E value 


1.0e-19 


Match length 


63 


% identity 


65 


NCBI Description 


ELONGATION FACTOR 



>gi_2 18 1 61_dbj _BAA02 2 5 3 
[Oryza sativa] 



1 BETA' >gi_322851_pir S29224 

tion factor eEF-1 beta* chain - rice 

(D12821) elongation factor 1 beta 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43208 

awf700843153.hl 

BLASTN 

g3859658 

37 

1.0e-ll 

73 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43209 

awf700843161.hl 

BLASTX 

g2909420 

171 

9.0e-13 

48 

39 

(AJ224518) LEA protein [Cicer arietinum] 



Seq. No. 
Seq. ID 



43210 

awf700843172.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLAST N 

gl694938 

88 

4.0e-42 

207 

93 

Argemone mexicana DNA for 18S ribosomal RNA 
43211 

awf700843183.hl 

BLASTX 

g4455294 

215 

5.0e-22 

70 

70 

(AL035528) putative protein [Arabidopsis thaliana] 
43212 

awf700843332.hl 

BLASTN 

gl8729 

60 

2.0e-25 

67 

99 

Soybean (Glycine max) 18S ribosomal RNA 



43213 

awf700843343.hl 

BLASTX 

g4105798 

241 

7.0e-21 

56 

64 

(AF049930) PGP237-11 



[Petunia x hybrida] 



43214 

awf700843352.hl 

BLASTN 

gl431738 

221 

1.0e-121 

221 
100 

Soybean (Glycine max) low MW heat shock protein gene 
(Gmhspl7.5-M) 

43215 

awf700843418.hl 

BLASTX 

g2055374 

136 

1.0e-08 

34 

71 
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NCBI Description (U29095) serine-threonine protein kinase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43216 

awf700843475.hl 

BLASTX 

g3850581 

141 

4.0e-09 

36 
67 

(AC005278) EST gb_N96383 comes from this gene. [ Arab idop sis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value => 

Match length 

% identity 

NCBI Description 



43217 

bnc700605533.h2 

BLASTN 

gl438878 

144 

2.0e-75 

285 

98 

Glycine max choline kinase GmCKlp mRNA, complete cds 
43218 

bnc700605567.h2 

BLASTX 

g2832625 

218 

5.0e-18 

66 

58 

(AL021711) putative protein [Arabidopsis thaliana] 
43219 

bnc700605615.h2 

BLASTX 

gl871193 

239 

2.0e-20 

80 

57 

(U90439) receptor-like protein kinase isolog [Arabidopsis 
thaliana] >gi_2335090 (AC002339) putative receptor-like 
protein kinase [Arabidopsis thaliana] 

43220 

bnc700605616.h2 

BLASTX 

g3043428 

281 

2.0e-25 

61 

84 

(AJ005346) 40S ribosomal protein S5 [Cicer arietmum] 



Seq. No. 



43221 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



bnc700605634.h2 

BLASTX 

g3068705 

141 

5.0e-09 

57 

51 

(AF04 9236) unknown [Arabidopsis thaliana] 
43222 

bnc700605649.h2 

BLASTX 

g3128228 

312 

4.0e-29 
66 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



beq. mo. 




Seq. ID 


one / uuDUDooy . n^ 


Method 


BLASTX 


NCBI GI 


g3540181 


BLAST score 




E value 


1 . ue-ib 


Match length 


c n 
D 3 


% identity 


*7 1 


NCBI Description 


f T\ C* C\ C\ A 1 O O \ Tin \rf\ nt.in nrflfoi n \ B. "T^H 

(AoU U 4 IZZ } unKIiOWIl pxvJt-exn \_£\i.a.kj 


Seq. No. 


43224 


Seq. ID 


bnc700605660.h2 


Method 


BLASTX 


NCBI GI 


gl370174 


BLAST score 


305 


E value 


3.0e-28 


Match length 


70 


% identity 


84 


NCBI Description 


(Z73936) RAB1Y [Lotus japonicus] 


Seq. No. 


43225 


Seq. ID 


bnc700605677.h2 


Method 


BLASTN 


NCBI GI 


g473216 


BLAST score 


97 


E value 


2.0e-47 


Match length 


249 


% identity 


87 


NCBI Description 


P. sativum (little marvel) HSC71 . 


Seq. No. 


43226 


Seq. ID 


bnh700764504.hl 


Method 


BLASTN 


NCBI GI 


gl675195 


BLAST score 


92 


E value 


2.0e-44 
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Match length 164 
% identity 89 

NCBI Description Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.-, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43227 

bnh700764568.hl 

BLASTN 

g506628 

159 

2.0e-84 

231 

93 

Glycine max cv. Dare photosystem II type I chlorophyll 
a/b-binding protein (lhcbl*7) gene, complete cds 

43228 

bnh700764569.hl 

BLASTX 

g2760839 

217 

4.0e-18 

73 

66 

(AC003105) putative receptor kinase [Arabidopsis thalxana] 
43229 

bnh700764570.hl 

BLASTN 

g2791833 

105 

3.0e-52 

189 

89 

Manihot esculenta elongation factor 1-alpha (MeEFl) gene, 
complete cds 

43230 

bnh700764577.hl 

BLASTX 

gl841464 

275 

8.0e-25 

67 

39 

(Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 
43231 

bnh700764660.hl 

BLASTN 

gl2974 

74 

6.0e-34 

86 

97 

Soybean mitochondrial COII gene for cytochrome oxidase 
subunit II and tRNA-Met (CAT) gene (upstream) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43232 

bnh700764687.hl 

BLASTX 

g3388157 

139 

6.0e-09 

48 

54 

(AF079556) poly (ADP-ribose) glycohydrolase [Drosophila 
melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Met hoc! 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43233 

bnu700967504.hl 

BLASTN 

gl70089 

210 

1.0e-115 

234 
97 

G.max vegetative storage protien mRNA (VSP27), complete cds 
43234 

bnu700967564.hl 

BLASTX 

g2062175 

318 

8.0e-30 

81 

78 

(AC001645) hypothetical protein [Arabidopsis thaliana] 
43235 

bnu700967575.hl 

BLASTX 

g3193288 

143 

3.0e-09 

42 

60 

(AF069298) similar to bacterial and fungi pectinesterases 
[Arabidopsis thaliana] 

43236 

bnu700967579.hl 

BLASTX 

gl710546 

163 

2.0e-22 
64 
89 

60S RIBOSOMAL PROTEIN L36 >gi_127 6967 
ribosomal protein [Daucus carota] 



(U47095) putative 



Seq. No. 
Seq. ID 
Method 



43237 

bnu700967612.hl 
BLASTX 



6868 



# 

NCBI GI g4191791 
BLAST score 332 
E value 2.0e-31 
Match length 78 

% identity 76 . 

NCBI Description (AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 

Seq. No. 43238 

Seq. ID bnu700967643.hl 

Method BLASTX 

NCBI GI g4455155 

BLAST score 222 

E value 2.0e-20 

Match length 69 

% identity 70 

NCBI Description (AL022023) EF-1 alpha - like protein (fragment) 
[Arabidopsis thaliana] 

43239 

bnu700967645.hl 
BLASTX 
gl!73198 
296 

3.0e-27 
62 
90 

40S RIBOSOMAL PROTEIN S13 >gi_480095_pir S36423 ribosomal 

protein S13.e - garden pea >gi_396639_emb_CAA80974_ 
(Z25509) ribosomal protein S13 [Pisum sativum] 

Seq. No. 43240 

Seq. ID bnu700967648.hl 

Method BLASTN 

NCBI GI g725331 

BLAST score 107 

E value 2.-0e-53 

Match length 111 

% identity 99 

NCBI Description Glycine max mitochondrion polymorphic marker DNA sequence 

Seq. No. 43241 

Seq. ID bth700843501.hl 

Method BLASTX 

NCBI GI g2244820 

BLAST score 154 

E value 7.0e-12 

Match length 53 

% identity 37 

NCBI Description (Z97336) calmodulin [Arabidopsis thaliana] 

Seq. No. 43242 

Seq. ID bth700843526.hl 

Method BLASTX 

NCBI GI g3150407 

BLAST score 306 

E value 2.0e-28 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6869 




Match length 68 

% identity 81 , , 

NCBI Description (AC004165) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 43243 

Seq. ID bth700843534.hl 

Method BLASTX 

NCBI GI g3687476 

BLAST score 198 

E value 1.0e-15 

Match length 68 

% identity 63 

NCBI Description (AL031786) putative atp dependent rna helicase 
[Schizosaccharomyces pombe] 



43244 

bth700843536.hl 

BLASTN 

g296495 

71 

7.0e-32 

203 

84 

A.pyhllitidis mRNA for alpha-tubulin 



Seq- No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 43246 

Seq. ID bth700843560.hl 

Method BLASTX 

NCBI GI gl076510 

BLAST score 145 

E value 1.0e-09 

Match length 47 

% identity 62 

NCBI Description peptidylprolyl isomerase (EC 5.2.1.8) Cyp - kidney bean 
>gi_829119_emb_CAA52414_ (X74403) cyclophilin [Phaseolus 
vulgaris] 

Seq. No. 43247 

Seq. ID bth700843567.hl 

Method BLASTN 

NCBI GI gl430886 

BLAST score 38 

E value 4.0e-12 

Match length 107 

% identity 8 9 

NCBI Description M.sativa mRNA for 70 kD heat shock protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43245 

bth700843552.hl 
BLASTN 
gl277163 
231 

1.0e-127 

231 
100 

Glycine max cysteine proteinase inhibitor mRNA, ^partial cds 



6870 



Seq. No. 43248 
Seq. ID bth700843595.hl 
Method BLASTX 
NCBI GI g99711 
BLAST score 267 
E value 6.0e-24 
Match length 71 
% identity 72 
NCBI Description hypothetical protein H1.2flk - Arabidopsis thaliana 
(fragment) >giJL6322_emb_CAA44317_ (X62460) Hl-2flk 
[Arabidopsis thaliana] 

43249 

bth700843596.hl 
BLASTN 
gl8551 
140 

5.0e-73 
232 
91 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

Seq. No. 43250 

Seq. ID bth700843662.hl 

Method BLASTX 

NCBI GI g3953471 

BLAST score 231 

E value 3.0e-30 

Match length 83 

% identity 82 

NCBI Description (AC002328) F2202.16 [Arabidopsis thaliana] 

Seq. No. 43251 

Seq. ID bth700843664.hl 

Method BLASTX 

NCBI GI g2829889 

BLAST score 239 

E. value 2.0e-20 

Match length 48 

% identity 96 

NCBI Description (AC002396) Hypothetical protein [Arabidopsis thaliana] 

Seq. No. 43252 

Seq. ID bth700843673.hl 

Method BLASTX 

NCBI GI gl931652 

BLAST score 141 

E value 4.0e-20 

Match length 102 

% identity 61 

NCBI Description (U95973) phosphatidylinositol-4-phosphate 5-kmase isolc 
[Arabidopsis thaliana] 

Seq. No. 43253 

Seq. ID bth700843701.hl 

Method BLASTN 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3449322 
33 

3.0e-09 

157 

80 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC17, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43254 

bth700843732.hl 

BLASTX 

g3688173 

227 

4.0e-19 

73 
60 

(AL031804) putative protein [Arabidopsis thaliana] 
43255 

bth700843755.hl 

BLASTX 

gl346769 

187 

2.0e-14 

79 
44 

PROLYL ENDOPEPT I DASE (POST-PROLINE CLEAVING ENZYME) (PE) 
>gi_558596_emb_CAA52605_ (X74496) prolyl oligopeptidase 

[Homo sapiens] >gi_1585155_prf 2124300A Pro oligopeptidase 

[Homo sapiens] >gi_4506043_ref_NP_002717 . l__pPREP_ prolyl 
endopeptidase 

43256 

bth700843766.hl 

BLASTN 

g3046848 

48 

4.0e-18 

141 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K18C1, complete sequence [Arabidopsis thaliana] 

43257 

bth700843786.hl 

BLASTX 

g3287936 

211 

3.0e-17 

74 

59 

-HYPOTHETICAL 38.9 KD PROTEIN SLL0098 

>gi_1208474_dbj_BAA10642_ (D64004) hypothetical protein 
[Synechocystis sp.] 



Seq. No. 
Seq. ID 



43258 

bth700843802.hl 
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Method BLASTX 

NCBI GI g2290681 

BLAST score 325 

E value 1.0e-30 

Match length 79 

% identity 77 

NCBI Description (AF000135) acidic cellulase [Citrus sinensis] 

Seq. No. 43259 

Seq. ID bth700843864.hl 

Method BLASTX 

NCBI GI gl402912 

BLAST score 221 

E value 2.0e-18 

Match length 61 

% identity 72 

NCBI Description (X98317) peroxidase [Arabidopsis thaliana] 

Seq. No. 43260 

Seq. ID bth700843890.hl 

Method BLASTX 

NCBI GI g2062169 

BLAST score 210 

E value 1.0e-19 

Match length 76 

% identity 37 

NCBI Description (AC001645) ABC transporter <PDR5-like) isolog [Arabidopsis 
thaliana] 

Seq. No. 43261 

Seq. ID bth700843903.hl 

Method BLASTX 

NCBI GI g2791900 

BLAST score 256 

E value 2.0e-22 

Match length 87 

% identity 64 

NCBI Description (AJ000057) PP7 [Arabidopsis thaliana] 

Seq. No. 43262 

Seq, ID bth700843917.hl 

Method BLASTX 

NCBI GI g4220462 

BLAST score 138 

E value 1.0e-08 

Match length 30 

% identity 73 , 

NCBI Description (AC006216) Strong similarity to gb_Z50851 HD-zip (atno-tf) 

gene from Arabidopsis thaliana containing Homeobox PF_00046 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 

Seq. No. 43263 

Seq. ID bth700843928.hl 

Method BLASTX 

NCBI GI g2464915 

BLAST score 393 

E value 2.0e-39 



6873 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 
95 

(Z99708) transcription initiation factor like protein 
[Arabidopsis thaliana] 

43264 

bth700844048.hl 

BLASTX 

g2288999 

322 

3.0e-30 

81 

68 

(AC002335) electron transfer flavoprotein ubiquinone 
oxidoreductase isolog [Arabidopsis thaliana] 

43265 

bth700844075.hl 

BLASTX 

g4567273 

216 

7.0e-18 

68 

59 

(AC006841) putative vacuolar proton ATPase subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43266 

bth700844123.hl 

BLASTN 

g2465526 

68 

5.0e-30 

139 
88 

Medicago truncatula phosphate transporter 
complete cds 



(MtPTl) mRNA, 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43267 

bth700844210.hl 

BLASTN 

gl8376 

220 

1.0e-121 

255 

96 

Glycine max PALI gene for phenylalanine ammonia lyase (EC 
4.3.1.5) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43268 

bth700844244.hl 

BLASTX 

g2288985 

176 

4.0e-13 

73 

62 
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NCBI Description (AC002335) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 43269 

Seq. ID bth700844313.hl 

Method BLASTX 

NCBI GI g2244905 

BLAST score 179 

E value 2.0e-13 

Match length 80 

% identity 4 6 

NCBI Description (Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

43270 

bth700844393.hl 
BLASTX 
g!706101 
149 

5.0e-10 
68 
46 

CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 160 KD 

SUBUNIT (CPSF 160 KD SUBUNIT) >gi_1363024_pir S57335 

cleavage and polyadenylation specificity factor 160K chain 
- bovine >gi_929007_emb_CAA58152_ (X83097) cleavage and 
polyadenylation specificity factor, 160 kDa subunit [Bos 
taurus] 

43271 

bth700844438.hl 
BLASTN 
g2739003 
58 

4.0e-24 
90 
91 

Glycine max cytochrome P450 monooxygenase CYP82Clp 
(CYP82C1) mRNA, complete cds 



Seq. No, 43272 

Seq. ID bth700844445.hl 

Method BLASTX 

NCBI GI g2088657 

BLAST score 255 

E value 2.0e-22 

Match length 82 

% identity 52 , 
NCBI Description (AF002109) unknown protein [Arabidopsis thaliana] 

Seq. No. 43273 

Seq. ID bth700844449.hl 

Method BLASTN 

NCBI GI gl778369 

BLAST score 110 

E value 4.0e-55 

Match length 110 

% identity 100 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI Description Glycine max asparagine synthetase 2 (AS2) mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43274 

bth700844549.hl 

BLASTX 

g3980412 

347 

4.0e-33 

85 

13 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 



43275 

bth700844560.hl 

BLASTN 

g256142 

245 

1.0e-135 

253 
99 

cytosolic glutamine synthetase 
Prize, mRNA, 1450 nt] 



[Glycine max=soybeans, var 



43276 

bth700844565.hl 

BLASTN 

g2677823 

39 

1.0e-12 

111 

84 

Prunus armeniaca abscisic stress ripening protein homolog 
mRNA, complete cds 

43277 

bth700844578.hl 

BLASTX 

g4432821 

137 

1.0e-08 

55 

49 

(AC006593) putative transmembrane protein [Arabidopsis 
thaliana] 

43278 

bth700844589.hl 

BLASTN 

gl70048 

149 

2.0e-78 

217 

30 

Glycine max SbPRPl gene encoding a proline-rich protein, 
complete cds 
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beq. wo. 




Con T H 

oeq. xu 


bth700844618.hl 


Method 




NCBI GI 


g2293360 


BLAST score 


146 


Cj value 


5 . Oe-10 


lYiax cn xengi^n 


46 
*± u 


% laenuiuy 




INwISX UcbOIipi-lUil 


(D87670) polyphenol oxidase [Malus domestical 


beq. JNO . 


*± -J (J u 


C^pr TP) 

Dc4» xjj 


bth700844665.hl 


Method 


JDlxriO 1A 


NCBI GI 


g4049399 


BLAST score 


164 


E value 




lyiaccn xenyuii 


71 


% identity 


4 R 


"NTp'O T Pica c /**» r* "i irh "i on 


(Y09S81) FR02 [Arabidopsis thaliana] 


Seq. No. 




beq. iu 


h1-h700844673 hi 


Method 


BLASTX 


NCBI GI 


g3152607 


BLAST score 


179 


E value 


1 Oca— 1 ^ 


Match length 


O .7 


% identity 


4^ 


nldI uescripuion 


rarnn448?l mitative receotor kinase [Arabidopsis thaliana. 


Seq. No. 


4 -30QO 


beq. iu 


hrh700844754 hi 


Method 


BLAST a 


NCBI GI 


g2459419 


BLAST score 


159 


E value 


o . ue x x 


Match length 


79 


% identity 


A 0 


jnv^.dx uescriptiuii 


fArfl02332} hvoothetical protein [Arabidopsis thaliana] 


Seq. No. 


/TOR *3 


0 r\r~r T Pi 

beq. iu 




Method 


nT Tin mTiT 

BLASTN 


NCBI GI 


gzo oxx 


BLAST score 


58 


E value 


4.0e-24 


Match length 


i 

ljo 


% identity 


ft £ 


NCBI Description 


avaK-iHAnci c "hh^l "ipn^ ON A chromosome 4. BAC clone F13C5 






beq. No. 


nop/I 


Seq. ID 


bth700844979.hl 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


149 


E value 


5. Oe-10 
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Match length 66 

% identity 47 

NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 

Seq. No. 43285 

Seq. ID bth700844982.hl 

Method BLASTX 

NCBI GI g532754 

BLAST score 174 

E value 5.0e-13 

Match length 53 

% identity 53 

NCBI Description (U13256) RNase NE [Nicotiana alata] 



43286 

bth700845018.hl 
BLASTX 
g3913793 
142 

4.0e-09 
42 
60 

GLUTATHIONE PEROXIDASE 2 >gi_2569989_emb_CAA75009_ (Y14707) 
glutathione peroxidase [Helianthus annuus] 

Seq. No. 43287 

Seq. ID bth700845029.hl 

Method BLASTX 

NCBI GI g2252831 

BLAST score 173 

E value 9.0e-23 

Match length 79 

% identity 70 

NCBI Description (AF013293) No definition line found [Arabidopsis thalxana] 

Seq. No. 43288 

Seq. ID bth700845070.hl 

Method BLASTX 

NCBI GI g2462833 

BLAST score 209 

E value 4.0e-17 

Match length 75 

% identity 47 

NCBI Description (AF000657) highly similar to froha and frohb, potential 
frohc [Arabidopsis thaliana] 

Seq. No. 43289 

Seq. ID bth700845082.hl 

Method BLASTX 

NCBI GI g4262160 

BLAST score 241 

E value 8.0e-21 

Match length 77 

% identity 57 

NCBI Description (AC005275) putative chloroplast protein import component 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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43290 

bth700845090.hl 

BLASTN 

g4103958 

105 

3.0e-52 

144 

94 

Phaseolus vulgaris calmodulin (CaM) mRNA, PvCaM-2 allele, 
complete cds 



oeq. iNU. 


43291 


Seq. ID 


Dtn / uuo^i jixu . ii J. 


Method 


BLASTX 


NCBI GI 


g4490706 


bLAbi score 


99f) 


E value 


JtUc lO 


Match length 




% identity 


DO 


NCBI Description 


/ m n*3 c; cq n \ nnf -1 \tc> nrntpin T AyabidoDsis thaliana 


Seq. No. 


ft J£7^ 


Seq. ID 


Dtn /uuo4jxdo . ni 


Method 


BLASTX 


NCBI GI 


g4454010 


BLAST score 


Z DO 


E value 


l . ue~zo 


Match length 


o o 
oz 


% identity 


01 


NCBI Description 


/7vt AocQQ^r\ - n f ^.f ^ Tro nrirhpi n T Ar*3ln"i Hon*?! s thaliana 


Seq. No. 


ft jZ _?o 


Seq. ID 


Dtn / UUo4o_cZo.ni 


Method 


BLASTN 


NCBI GI 


g577294 


BLAbi score 




E value 


1 n_a— 1 ^9 


Match length 


o a r\ 

Z4U 


% identity 


±uu 


NCBI Description 


nUlUan iLlKJNri IOi JXlnnUUDO ytSiitJf jjcij. uiai u.*_ao 


Seq. No. 


43294 


Seq. ID 


bth700845234.hl 


Method 


BLASTX 


NCBI GI 


g2262105 


BLAST score 


343 


E value 


9.0e-33 


Match length 


80 


% identity 


78 


NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 


Seq. No. 


43295 


Seq. ID 


bth700845308.hl 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


318 


E value 


1.0e-29 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 
74 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 
43296 

bth700845320.hl 

BLASTX 

g3915826 

302 

7.0e-28 

71 

77 

60S RIBOSOMAL PROTEIN L5 
43297 

bth700845328.hl 

BLASTX 

g3608137 

148 

8.0e-10 

55 

51 

(AC005314) unknown protein [Arabidopsis thaliana] 
43298 

bth700845470.hl 

BLASTN 

gl408470 

64 

1.0e-27 

120 

88 

Arabidopsis thaliana actin depolymerizing factor 1 (AtADFl) 
mRNA, complete cds 

43299 

bth700845593.hl 

BLASTN 

gl70065 

88 

5.0e-42 

189 

97 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43300 

bth700845630.hl 

BLASTX 

g3927836 

306 

2.0e-28 

79 

77 

(AC005727) unknown protein 



[Arabidopsis thaliana] 



Seq, No. 



43301 
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Seq. ID bth700845703.hl 

Method BLASTX 

NCBI GI g3065835 

BLAST score 289 

E value 2.0e-31 

Match length 86 

% identity 7 8 

NCBI Description (AF058800) putative methyltransf erase [Arabidopsis 
thaliana] 




Seq. No. 43302 

Seq. ID bth700845715.hl 

Method BLASTN 

NCBI GI gl236948 

BLAST score 227 

E value 1.0e-125 

Match length 259 

% identity 97 

NCBI Description Glycine max lipoxygenase L-5 (vlxB) mRNA, complete cds 

Seq. No. 43303 

Seq. ID bth700845726.hl 

Method BLASTN 

NCBI GI gl066498 

BLAST score 98 

E value 6.0e-48 

Match length 218 

% identity 85 

NCBI Description Medicago sativa (clone GG16-1) NADH-dependent glutamate 
synthase gene, complete cds 

Seq. No. 43304 

Seq. ID bth700845730.hl 

Method BLASTX 

NCBI GI g4406781 

BLAST score 286 

E value 5.0e-26 

Match length 86 

% identity 73 

NCBI Description (AC006532) putative Na+/H+ antiporter [Arabidopsis 
thaliana] 

Seq. No. 43305 

Seq. ID bth700845827.hl 

Method BLASTX 

NCBI GI g3036807 

BLAST score 276 

E value 7.0e-25 

Match length 80 

% identity 66 

NCBI Description (AL022373) putative protein [Arabidopsis thaliana] 



Seq. No. 43306 

Seq. ID bth700845833.hl 

Method BLASTX 

NCBI GI gl304227 

BLAST score 218 



6881 



E value 
Match length 
% identity 
NCBI Description 



5.0e-18 

89 
48 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43307 

bth700845949.hl 

BLASTX 

g4049353 

240 

1.0e-20 

81 

62 

(AL034567) putative protein [Arabidopsis thaliana] 
43308 

bth700845990.hl 

BLASTX 

g3355487 

233 

8.0e-20 

70 

67 

(AC004218) unknown protein [Arabidopsis thaliana] 
43309 

bth700846056.hl 

BLASTX 

g3075399 

255 

2.0e-22 

83 

57 

(AC004484) SF16-like protein [Arabidopsis thaliana] 



Seq. No. 43310 

Seq. ID bth700846063.hl 

Method BLASTN 

NCBI GI g256142 

BLAST score 242 

E value 1.0e-134 

Match length 246 

% identity 100 

NCBI Description cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 14 50 nt] 

Seq. No. 43311 

Seq. ID bth700846085.hl 

Method BLASTN 

NCBI GI g886099 

BLAST score 49 

E value 1.0e-18 

Match length 65 

% identity 94 

NCBI Description Glycine max putative water channel protein (Pipl) mRNA, 

6882 



CI 



complete cds 



JCij. IN \J » 


43312 




Seq. ID 


bth700846123.hl 




Method 


BLASTN 




l\IV^.Dl \j± 


Ji. / O ZJ -/ 




oJ_Lfio i score 


9 "3 ^ 




E value 


1 Oci— 1 9Q 




Mafph 1 pnrfl"h 


247 






99 
_? ^ 


complete cds 


lnUijJL uescript-iuii 


U J. V J_1 1C iLLO. A. i_) CI X -L •»»> ■lUl^.i-'i.ri f 


Oc(| ( IN U • 


43313 




Seq. ID 


bth700846144.hl 




Method 


BLASTX 




MPRT CT 
JNOI51 bl 


rr^^S^7^ 
y ->j_}%j j / j 




bij/ioi score 


1 ^9 
J. OZ 




E value 


z . ue iu 




riaXdl IcIiyLIl 


U \) 


- 


% identity 


DU 


protein [Arabidopsis th.ali.ana] 


NUoi Description 




Seq. No. 


43314 




Seq. ID 


bth700846190.hl 




Method 


BLASTX 




MHia T PT 

NUdI bl 


y Z O 1 / 3UO 




dlAoi score 


9 QjI 
Z jfl 




E value 


£ fi£i — 97 




ixiaucn xengi_ii 


ft "3 




% identity 


0 D 




incdI uescrip tion 


|Uo^jJjj uiiJvmJWii piuLcxn 


rArphi Hnn^i 9 thalianal 

1 i CL.kv -i- UwU o -L. w lhuj. J-uiiu j 


oeq . ino • 


i jji j 




Seq. ID 


bth700846237.hl 




Method 


BLASTX 




NUbl Lrl 


y ft U fi OO O 




dJjAoi score 


9 £R 
Z DO 




E value 


9 flo — 9^ 




jytaucn lencjLn 


o / 




% identity 


£9 
OZ 


rpp i-ha r"^ - n+*hii < 5 roseusl 

|_ V> d. L, X Id J- Gil 1 tllUu J.UiS^ J 


NCbi Description 


(J 1 QD74 1 nvt-nrhrnrap P4 R 0 


beq. no. 






beq. 1U 


bth700846243.hl 




Method 


BLASTN 




NCBI GI 


g493019 




niiAbi score 


209 




E value 


1.0e-114 




Match length 


213 






100 




NCBI Description 


Glycine max delta-aminolevulinic acid dehydratase (Alad) 




mRNA, complete cds 




Seq. No. 


43317 




Seq. ID 


bth700846269.hl 




Method 


BLASTX 




NCBI GI 


gl723182 






6883 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



261 

4.0e-23 

83 
67 

SUGAR CARRIER PROTEIN A >giJL69736 (L08197) sugar carrier 
protein [Ricinus communis] 

43318 

bth700846283.hl 

BLASTX 

g4455299 

241 

6.0e-21 

66 

(AL035528) putative protein [Arabidopsis thaliana] 
43319 

bth70O846320.hl 

BLASTX 

g2443348 

308 

1.0e-28 

86 
66 

(AB001379) cytochrome P450 [Glycyrrhiza echmata] 
43320 

bth700846330.hl 

BLASTN 

g256142 

242 

1.0e-134 

254 

99 

cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 1450 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43321 

bth700846336.hl 

BLASTX 

g4455276 

317 

1.0e-29 

74 

84 

(AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43322 

bth700846411.hl 

BLASTX 

g2262172 

223 

1.0e-18 

83 

57 



6884 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 



43323 

bth700846421.hl 

BLASTX 

g2213594 

350 

1.0e-33 

81 

72 

(AC000348) T7N9.14 



[Arabidopsis thaliana] 



43324 

bth700846492.hl 

BLASTX 

g2062176 

243 

5.0e-21 

80 
71 

(AC001645) Myb-related transcription activator (MybStl) 
isolog [Arabidopsis thaliana] 

43325 

bth700846493.hl 

BLASTX 

g2739383 

160 

3.0e-ll 

79 

48 

(AC002505) unknown protein [Arabidopsis thaliana] 
43326 

bth700846556.hl 

BLASTN 

gl408470 

44 

9.0e-16 

119 

85 

Arabidopsis thaliana actin depolymerizing factor 1 (AtADFi; 
mRNA, complete cds 

43327 

bth700846585.hl 

BLASTX 

g4262226 

153 

2.0e-10 

46 

70 

(AC006200) putative protein kinase [Arabidopsis thaliana] 
43328 

bth700846591.hl 



6885 



Method 


BLASTX 


NCBI GI 


g4455159 


BLAST score 


283 


F va 1 np 

Jut VOX LI C 


1. Oe-25 


LiCLUOll XCllLj L.1I 




%. \ rfpn+" "f Y\7 
o XU.C11U.L u y 


72 


NCBI Description 


(AL021687) putative protein [Arabidopsis thaliana] 




43329 


Seq. ID 


bth700846625.hl 


Method 


BLASTX 


NCBI GI 


g2213629 


BLAST score 


168 


F v;^ 1 np 

111 V QX 


3 Oe-25 


Match 1 pnnth 

XdiyL>li 


82 


%. \ H on \~ \ +*\7 
o X Li-Cl 1 L. J- l. y 


f o 


NCRT npQpri nf i on 


(AC000103} F21J9 21 FArabidonsis thalianal 






Sea ID 


bth700846715 hi 


Method 


BLASTX 


NCBI GI 


g4455350 


BLAST score 


141 


F *wa 1 

J— i V a J. U.KLZ 


1 » UC XL? 


LuC-LoIl Xt21iLjL.il 






JO 




^ t\Ll \J O O _/ _C> 1 ) pULCtLX VC L^XLVL-CXll {^iT.-- aJJXU.UL>OXi-) L.1 Id X XG.Ha. J 


otsq « iNvj • 


f± JJJ X 


Spa TD 


bth700846730 hi 

1_JL.11 1 L* L/ L» T V / jy • 11X 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


129 


F Tra lna 

Hi V d _L LLC 




Match 1 pn rrt hi 


260 

-_t L/L* 




u o 


NPRT Dpspri nt i on 


Tnhsrrn r*hl ot*ot™>1 sqI" rrpnonnp DNA 


OC^t IN L> • 


1JJJZ. 


Sea ID 


bth700846742 hi 




OXXT-.0 X IN 


NCBI GI 


a2351070 


BLAST score 


42 


E value 


2.0e-14 


iiaLL-11 lciiu _n 


ins 

X VJ o 


o lUcIlLlLy 


o o 


lnv_*j_?_l ucburipLion 


raraJ_)ia.up5XS Ullallalla ySIlOITlxC UiNi-i^ CnrOIUOSOITie D r irx 




MT'Hl 9 prMtinl pa-f-o Qormonrp TZlyanii HnnQi q t"ha 1 "i anal 
hi niz. / l* LyiLLLv x c L. C oCLjUCiiLC [niauiuupoxo Liiaxxaiiaj 


uC^. IN VJ • 




Sea ID 


bth700846755 hi 

JL/ L.11 / wVUl V / J J • 11 X 


Method 


BLASTX 


NCBI GI 


g3212868 


BLAST score 


188 


E value 


2.0e-14 


Match length 


62 


% identity 


58 



6886 



NCBI Description (AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43334 

bth700846850.hl 

BLASTN 

gl69348 

127 

3.0e-65 

218 

31 

P. vulgaris hydroxyproline-rich glycoprotein 
end 



(HRGP) mRNA, 3' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



43335 

bth700846947.hl 

BLASTX 

g2245077 

368 

1.0e-35 

86 

79 

(Z97343) glucanase homolog [Arabidopsis thaliana] 
43336 

bth700846971.hl 

BLASTX 

g!514643 

159 

3.0e-ll 

45 
73 

(Z70524) PDR5»like ABC transporter [Spirodela polyrrhiza] 
43337 

bth700847027.hl 

BLASTX 

g3158476 

273 

2.0e-24 

64 

84 

( AFO 67 1 8 5 ) aquapor in 



2 [Samanea saman] 



43338 

bth700847035.hl 

BLASTX 

g4106690 

242 

7.0e-21 

66 

67 

(AL035065) putative urea active transporter 
[Schizosaccharomyces pombe] 

43339 

bth700847055.hl 
BLASTX 



6887 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2190551 
336 

7.0e-32 

81 

84 

(AC001229) Similar to C. elegans hypothetical protein 
K07C5.6 (gb_Z71181). ESTs gb_H36844 , gb_AA394956 come from 
this gene. [Arabidopsis thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43340 

bth700847068.hl 

BLASTX 

g3236259 

244 

4.0e-21 

74 
61 

(AC004684) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43341 

bth700847070.hl 

BLASTN 

gl8766 

114 

2.0e-57 

223 

87 

Soybean Tgm5 transposable element 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43342 

bth700847087.hl 

BLASTN 

g510514 

188 

1.0e-101 

192 

99 

G.max KTi-S mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43343 

bth700847154.hl 

BLASTX 

g3132473 

144 

2.0e-09 

37 

73 

(AC003096) similar to rapb transcription factor 
[Arabidopsis thaliana] 



Seq. No. 43344 

Seq. ID bth700847162.hl 

Method BLASTN 

NCBI GI g463251 

BLAST score 52 

E value 2.0e-20 



6888 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E "value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 
91 

M.sativa (Nagyszenasi) mRNA for ribosoinal protein RL5 
43345 

bth700847163.hl 

BLASTN 

g4115338 

145 

5.0e-76 

205 

21 

Pisum sativum (Alaska) ubuquitin (PUB4) gene, complete cds 
43346 

bth700847168.hl 

BLASTX 

g4467121 

353 

7.0e-34 

82 

82 

(AL035538) putative protein [Arabidopsis thaliana] 
43347 

bth700847169.hl 

BLASTX 

g3075400 

249 

9.0e-22 

76 

67 

(AC004484 
thaliana] 



putative thromboxane-A synthase [Arabidopsis 
>gi_3413720 (AC004747) putative thromboxin-A 



synthase [Arabidopsis thaliana] 



Seq. No. 


43348 


Seq. ID 


bth700847179.hl 


Method 


BLASTN 


NCBI GI 


gl305548 


BLAST score 


72 


E value 


1.0e-32 


Match length 


183 


% identity 


98 


NCBI Description 


Glycine max asparagine 


Seq. No. 


43349 


Seq. ID 


bth700847210.hl 


Method 


BLASTX 


NCBI GI 


g3252805 


BLAST score 


189 


E value 


1.0e-14 


Match length 


67 


% identity 


51 


NCBI Description 


(AC004705) hypothetical 




>gi_3650027 (AC005396) 




thaliana] 



hypothetical protein [Arabidopsis 



6889 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43350 

bth700847221.hl 

BLASTX 

g4469025 

179 

2.0e-13 

54 
57 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43351 

bth700847270.hl 

BLASTX 

g3805844 

157 

7.0e-ll 

48 

62 

(AL031986) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43352 

bth700847286.hl 

BLASTN 

gl69090 

90 

3.0e-43 

166 

89 

Pea glyceraldehyde-3-phosphate dehydrogenase 
complete cds 



(GapCl) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43353 

bth700847288.hl 

BLASTN 

gll55053 

58 

4.0e-24 

143 

90 

Phaseolus vulgaris regulator of MAT 2 
cds 



(ROM2) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43354 

bth700847309.hl 

BLASTX 

g2894568 

268 

7.0e-24 

83 

63 

(AL021890) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



43355 

bth700847345.hl 

BLASTN 

gl8642 



6890 



BLAST score 


# 

69 


E value 


1.0e-30 


Match length 


181 


% identity 


86 


NCBI Description 


G.max mRNA 




from stress -induced gene (H4) 



Seq. No. 


43356 


Seq. ID 


bth700847357 hi 


Method 


BLASTX 


NCBI GI 


al762142 


DLulul O \ WX C 




E value 


7.0e-15 


Match length 


85 


% identity 


48 


NCBI Description 


(U48434) putative cytochrome P4 


Sea. No 


43357 


Seq. ID 


h-hh70nft 47*374 hi 

JJ Lll r UU O 4 / J / *± • I1X 


Method 


BLASTX 


NPRT (IT 

LN ^LJ X \JX 


rr44 ^ M 7 9 




1 94 

X _7 *± 


E valnp 

J— 1 V CJ. _1_ l^. ^ 


3 Oe-15 


Match length 


82 


% identitv 


48 


NCBI Description 


(AL035521) hypothetical protein 


iwl w \_4 • Lil ' * 


43358 


OCVj * X LV 


h1-h7n0ft 47407 hi 


1 ivU L.UUU 


OJUrio 1 A 


NCBI GI 


a2245136 




919 
z. x _? 


Hi Vfll L1G 


9 np-1 ft 

£. t UC X o 


Mr}"f~phi 1 pnn"hh 


52 


% iden1~it"v 


87 


NCBI Description 


f % 9 7 ^ 4 4 ) f rphi3 1 o^p— £J— nho^Tih a+*p 




[Arabidopsis thaliana] 


Sea No 


43359 


Spo TD 


h-f-h70nft474 t: i1 hi 

JJLll / UUU *1 / 1J 1 * ill 


Mpt" h PiH 


RT.A9TY 


NCBI GI 


a4539301 

y *y w 1 «_/ v J. 


lJLAC\xj X c 


997 
z. z. / 


Hi V dX LitJ 


Q D<a — 1 Q 
O • Uc x .7 


Liu, UV^ll Lil 


51 


% identity 


80 


NCBI Description 


(AL049480) putative mitochondri< 




thaliana] 


Seq. No. 


43360 


Seq. ID 


bth700847453.hl 


Method 


BLASTN 


NCBI GI 


g4558461 


BLAST score 


49 


E value 


6.0e-19 


Match length 


89 


% identity 


89 



[Solanum chacoense] 



NCBI Description Medicago sativa subsp. X varia cell cycle switch protein 



6891 



# 



(ccs52) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43361 

bth700847477.hl 

BLASTX 

g3122059 

180 

9.0e-14 

49 

69 

ELONGATION FACTOR 2 (EF-2) >gi_706975 
factor-2 [Cryptosporidium parvum] 



(U21667) elongation 



Seq. No. 


43362 


Seq. ID 


bth700847489.hl 


L v ie LHOO. 






g*± fi ± o y\j o 


oLiiioi score 


1 £>A 
1 0 4 


E value 




Match length 




% identity 


7 9 


inudi Ucscriptiun 


f APO fi £9 R CM nnVnown nrofp \ n r Af-pbi ("inns i s thaliana! 


Seq. No. 


43363 


Seq. ID 


bth700847525.hl 


Method 


DT a QTV 


Vf/TO T C 1 T 

NCbl bi. 


rrO^fcl A ^1 

gzoo / 4 ji 


rsitAbi score 


14 7 


E value 




Match length 


77 


% identity 


A O 


LNOD-L JJcJSCX Xp L.-LUX1 


{ ZXFfinn 40*3 \ m l +- a +■ t tto r , vhnr*hr'm7ip PLotus isnonicusl 




43364 


Seq. ID 


bth700847584.hl 


Method 


BLASTX 


NCBI GI 


g3402684 


BLAST score 


310 


E value 


7.0e-29 


Match length 


79 


% identity 


75 


NCBI Description 


(AC004 697) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


43365 


Seq. ID 


bth700847586.hl 


Method 


BLASTX 


NCBI GI 


g2062172 


BLAST score 


215 


E value 


6.0e-18 


Match length 


79 


% identity 


54 


NCBI Description 


(AC001645) unknown protein [Arabidopsis thaliana] 



Seq. No. 43366 

Seq. ID bth700847620.hl 

Method BLASTN 

NCBI GI gl052779 



6892 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



111 

9.0e-56 

211 

88 

P. vulgaris beta-1, 3-glucanase gene 
43367 

bth700847647.hl 

BLASTX 

g!049407 

253 

3.0e-22 

76 

61 

(U39655) Similar to long-chain-fatty-acid coA ligase. 
[Caenorhabditis elegans] 

43368 

bth700847664.hl 

BLASTX 

g4220479 

326 

8.0e-31 

76 

83 

(AC006069) unknown protein [Arabidopsis thaliana] 
43369 

bth700847674.hl 

BLASTX 

g4210948 

219 

3.0e-18 

43 

95 

(AF085275) DnaJ protein [Hevea brasiliensis] 
43370 

bth700847684.hl 

BLASTX 

g4309734 

354 

4.0e-34 

75 

93 

(AC006439) putative 26S proteosome regulatory subunit 8 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43371 

bth700847717.hl 

BLASTN 

g313143 

49 

1.0e-18 

105 

87 

A.medicago MSK-1 



mRNA for protein kinase 



6893 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43372 

bth700847748.hl 

BLASTX 

g2618705 

337 

6.0e-32 

85 

76 

(AC002510) putative ABC transporter, 5' 
[Arabidopsis thaliana] 



partial 



43373 

bth700847756.hl 

BLASTN 

g4103958 

130 

5.0e-67 

182 
93 

Phaseolus vulgaris calmodulin (CaM) mRNA, PvCaM-2 allele 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43374 

bth700847759.hl 

BLASTX 

gl352681 

204 

2.0e-16 

65 

62 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_1076391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsi 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43375 

bth700847769.hl 

BLASTX 

g2245108 

139 

9.0e-09 

43 

63 

(Z97343) EREBP-4 homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43376 

bth700847809.hl 

BLASTX 

g4115379 

118 

1.0e-13 

73 
55 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



6894 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43377 

bth700847810.hl 

BLASTX 

g4455329 

141 

1.0e-14 

79 
54 

(AL035525) lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43378 

bth700847832.hl 

BLASTN 

gl70048 

135 

5.0e-70 

203 

9 

Glycine max SbPRPl gene encoding a proline-rich protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43379 

bth700847839.hl 

BLASTX 

g2352492 

148 

4.0e-17 

77 
62 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 



Seq. No. 


43380 


Seq. ID 


bth700847848.hl 


Method 


BLASTN 


NCBI GI 


gl518539 


BLAST score 


121 


E value 


9.0e-62 


Match length 


140 


% identity 


97 


NCBI Description 


Glycine max UDP- 


Seq. No. 


43381 


Seq, ID 


bth700847882.hl 


Method 


BLASTN 


NCBI GI 


g2677827 


BLAST score 


54 


E value 


1.0e-21 


Match length 


153 


% identity 


84 


NCBI Description 


Prunus armeniaca 


Seq. No. 


43382 


Seq. ID 


bth700847922.hl 


Method 


BLASTX 



6895 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3643604 
214 

1.0e-17 

83 

48 

(AC005395) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



Seq. No. 43383 

Seq. ID bth700847947.hl 

Method BLASTX 

NCBI GI g4314363 

BLAST score 282 

E value 1.0e-25 

Match length 8 6 

% identity 59 

NCBI Description (AC006340) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 43384 

Seq. ID bth700847960.hl 

Method BLASTX 

NCBI GI g2160150 

BLAST score 255 

E value 2.0e-22 

Match length 82 

% identity 61 

NCBI Description (AC000375) EST gb_T43829 comes from this gene. [Arabidopsis 
thaliana] 

Seq. No. 43385 

Seq. ID bth700848034.hl 

Method BLASTX 

NCBI GI g3136057 

BLAST score 135 

E value 9.0e-12 

Match length 85 

% identity 46 

NCBI Description (AL023592) actin-like protein [Schizosaccharomyces pombe] 

Seq. No. 43386 

Seq. ID bth700848096.hl 

Method BLASTX 

NCBI GI - g4508079 

BLAST score 146 

E value 2.0e-20 

Match length 79 

% identity 66 

NCBI Description (AC005882) 66284 [Arabidopsis thaliana] 

Seq. No. 43387 

Seq. ID bth700848108.hl 

Method BLASTX 

NCBI GI g3068714 

BLAST score 373 

E value 3.0e-36 

Match length 85 

% identity 43 



6896 



NCBI Description (AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43388 

bth700848116.hl 

BLASTX 

gl304227 

233 

9.0e-20 

84 
51 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 

43389 

bth700848170.hl 

BLASTN 

g4432829 

34 

9.0e-10 

134 
87 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


43390 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2961352 


BLAST score 


159 


E value 


4.0e-ll 


Match length 


84 


% identity 


42 


NCBI Description 


(AL022140) putative 


Seq. No. 


43391 


Seq. ID 


bth700848301.hl 


'Method 


BLASTX 


NCBI GI 


g4056482 


BLAST score 


319 


E value 


8.0e-30 


Match length 


75 


% identity 


46 


NCBI Description 


(AC005896) putative 


Seq. No. 


43392 


Seq. ID 


bth700848338.hl 


Method 


BLASTX 


NCBI GI 


g4008008 


BLAST score 


237 


E value 


3.0e-20 


Match length 


88 


% identity 


52 


NCBI Description 


(AF084035) receptor 




thaliana] 


Seq. No. 


43393 



receptor-like protein kinase [Arabidopsis 



6897 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



bth700848408.hl 

BLASTX 

g2414584 

153 

2.0e-10 

83 
36 

(Z99292) dna repair protein [Schizosaccharomyces poinbe] 
43394 

bth700848446.hl 

BLASTX 

g3334409 

155 

1.0e-10 

37 

81 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 

>gi_2129765_pir S71261 V-type proton-ATPase - Arabidopsis 

thaliana >gi_1143394_erab_CAA63086_ (X92117) V-type 
proton-ATPase [Arabidopsis thaliana] 

43395 

bth700848447.hl 

BLASTX 

g4006915 

143 

3.0e-09 

66 

50 

(Z99708) hypothetical protein [Arabidopsis thaliana] 



43396 

bth700848484.hl 

BLASTX 

g3158476 

273 

2.0e-24 

64 

84 

(AF067185) aquaporin 2 



[Samanea saman] 



43397 

bth700848508.hl 

BLASTX 

g2959781 

214 

1.0e-17 

82 
60 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
43398 

bth700848522.hl 

BLASTX 

g3859944 

365 



6898 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-35 

85 

84 

(AF084570) FKBP12 interacting protein [Arabidopsis 
thaliana] 

43399 

bth700848576.hl 

BLASTX 

g4539351 

206 

9.0e-17 

82 
46 

(AL035539) putative protein [Arabidopsis thaliana] 
43400 

bth700848579.hl 

BLASTX 

g3582332 

162 

3.0e-21 

71 
73 

(AC005496) unknown protein [Arabidopsis thaliana] 
43401 

bth700848591.hl 

BLASTX 

gl361983 

152 

3.0e-10 

37 
86 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43402 

bth700848648.hl 

BLASTX 

g3695399 

175 

5.0e-13 

83 

45 

(AF096372) contains similarity to Arabidopsis thaliana 
retrotransposon Athila (GB:X81801) [Arabidopsis thaliana] 

43403 

bth700848655.hl 

BLASTN 

g829118 

105 

4.0e-52 

205 

88 

P. vulgaris gene for cyclophilin 



6899 



Cprr No 


43404 


Seq. ID 


bth700848679 hi 




BLASTX 


NCBI GI 


g4530126 


BLAST score 


168 


Hi v ax llc 


3. Oe-12 


rj.ctL.oii iciiyin 


59 
*j -/ 


t5 xtlollL.XL.y 




LNVsLJX L/C O L* -1 — LXU11 


(AF078082) receptor-like protein kinase hortiolog RK20— 1 




r PH aconl n q T7i i 1 rra "ri cl 


Sea No 


43405 


Sea ID 


bth700848721.hl 


Method 


BLASTX 


NCBI GI 


g2911052 


BLAST score 


348 


K 1 IIP 
Hi V d _L LLC 


3 Oe-33 


LYldLL-Il xdlyLIl 


71 

I X 


o luciiLiuy 


92 


MPRT Ha a /■*< r* n r^"h n nn 
IN^Dl UcoUIXLiLXUll 


{ AT.fi 91 Q 61 ^ rmi-^itivp nrnfpin f Ar^bi Hnn^ "i *=? thalianal 


o L£ • IN u • 


43406 




hi -t- h 7 fi fi ft 4 87 4 R hi 

U L.11 / UUOiO / 4 O » 111 


Method 


BLASTX 


NCBI GI 


g4490706 


RT.Zi^T ^rnrp 

DiinJl oLUJ-C 


1 73 

X / -J 


IL Value 


Q f|p-1 ^ 
_? • u c 1J 


L*iaLCu xeng un 


RR 


^ xUcrllL.XL.y 




in^ox uescripLion 


/ 7i T fi R £ ft H \ mif ati ttd -ri r*/^+" oin fZ\T'al^"i H nn d i Q 1 - Vi^1 i anal 
\ r\±j U JJOOU j L>U. L-Ci. i L V C piULclil |_.ttX aX/XLJ.LJ£Jo XO LllOllallClJ 


O vS L£ • IN \J • 


4^407 


uc^t xJJ 


H-hh7finft4 ft 7 Q5 hi 

iJL.ll / UUOIO / ?J • 1IX 


Method 


BLASTX 


NCBI GI 


g!514643 


IjHtfT.k_> J- DLUIC 




E value 


_/ • Uc O ft 


lYlaLOll Xciiy Lll 


ft S 


o x ii uj. y 


74 


rJL-Dl UcoLlipLlUil 


^77^i c l94^ pnpR-l i Vo ARC tT^ncjnnri'Pr F^nn rnHpl ^ nnlvrrhi 




43408 


Seq. ID 


bth700848805 hi 


Lit? L11UU 


DLirlO X A. 


NCBI GI 


g3335376 


BLAST score 


264 


Hi v ax Lie 


2 Oe-23 


Mai" pK 1 oy*i/tH" V» 
LYlaL.Cn. XeilLjtll 


Rfi 


S- T 1^ 4— ~T 4-TT 

^ luentiuy 




NCBI Description 


(AC003028) putative aitimonium transporter [Arabidopsis 




thaliana] 


Seq. No. 


43409 


Seq. ID 


bth700848830.hl 


Method 


BLASTX 


NCBI GI 


g2809246 



6900 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



384 

2.0e-37 

84 

87 

(AC002560) F2401.15 [Arabidopsis thaliana] 
43410 

bth700848908.hl 

BLASTX 

g4406781 

165 

6.0e-12 

78 
49 

(AC006532) putative Na+/H+ antiporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43411 

bth700848963.hl 

BLASTN 

g256142 

117 

2.0e-59 

241 
88 

cytosolic glutamine synthetase 
Prize, mRNA, 1450 nt] 



[Glycine max=soybeans, var 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



43412 

bth700848971.hl 

BLASTN 

g!70048 

158 

8.0e-84 

232 

7 

Glycine max SbPRPl gene encoding a proline-rich protein, 
complete cds 

43413 

bth700848981.hl 

BLASTX 

g629597 

176 

3.0e-13 

45 
76 

proline-rich protein - rape >gi__54 502 9_bbs_142 66 9 (S68113) 
proline-rich SAC51 [Brassica napus=oilseed rape, pods, 
Peptide, 147 aa] [Brassica napus] 

43414 

bth700848990.hl 

BLASTN 

gl786114 

96 

8.0e-47 



6901 



Match length 159 
% identity 93 

NCBI Description Vigna unguiculata phosphoinositide-specif xc phospholxpase C 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43415 

bth700849018.hl 

BLASTX 

g2911060 

149 

6.0e-10 

77 
39 

(AL021961) putative protein [Arabidopsis thaliana] 
>gi_3297826_emb_CAA19884.1_ (AL031032) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43416 

bth700849020.hl 

BLASTN 

g310560 

47 

2.0e-17 

47 

100 

Soybean ascorbate peroxidase mRNA, complete cds 
43417 

bth700849029.hl 

BLASTX 

g4204281 

148 

4.0e-10 

83 

34 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
43418 

bth700849043.hl 

BLASTN 

g3204107 

44 

1.0e-15 

116 

85 

Cicer arietinum mRNA for putative cytidine or 
deoxycytidylate deaminase, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43419 

bth700849051.hl 

BLASTX 

g3522933 

266 

1.0e-23 

92 
59 

(AC004411) putative anion exchange protein 3 



[Arabidopsis 



6902 



thaliana] 



o e q . in o * 




Seq. ID 


bth700849063.hl 


Method 


BLASTX 


\TpDT (IT 


rr^l S0407 


dLiAoi score 


lO J 


E value 


(C He— 1 A 


ricixcn. xciiyuii 




% identity 


D O 


nljdI Description 




oeq. no. 


A 1A 91 


9^rr TO 

O G • 1U 


bth700849068 .hi 


Method 


BLASTX 


NCBI GI 


g2497539 


BLAST score 


292 


E value 


1.0e-26 


Match length 


85 


% identity 


59 


NCBI Description 


PYRUVATE KINASE, CHLOROPLAST 



(M64736) ATP:pyruvate phosphotransferase [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43422 

bth700849115.hl 

BLASTN 

g3452136 

178 

1.0e-95 

194 

99 

Glycine max mRNA for glucose-6-phosphate-dehydrogenase, 
partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43423 

bth700849123.hl 

BLASTX 

g2626753 

315 

2.0e-29 

83 

76 

(AB008782) sulfate transporter [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43424 

bth700849145.hl 

BLASTX 

g2829868 

166 

6.0e-12 

69 

52 

(AC002396) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



43425 

bth700849156.hl 
BLASTN 



6903 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3212102 
53 

4.0e-21 

156 

88 

Arabidopsis Thaliana BAG F6A4, Chromosome IV, near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43426 

bth700849193.hl 

BLASTN 

gl69954 

80 

3.0e-37 

236 

90 

Glycine max iron superoxide dismutase 
complete cds 



(FeSOD) mRNA, 



Seq. No. 


A O A O 1 

4o4z / 


Seq. ID 


btn7Q0o492ul .nl 


Method 


BLASTN 


NCBI GI 


gJ4 /4o^ 


BLAST score 




E value 


1.0e-48 


Match length 


252 


% identity 


1 A 

14 


NCBI Description 


Soybean hydroxy] 




partial cds 


Seq. No. 


43428 


Seq. ID 


bth700849204 .hi 




•D-UrliD i IN 


NCBI GI 


gl370284 


BLAST score 


51 


E value 


7.0e-20 


Match length 


145 


% identity 


88 


NCBI Description 


P. sativum mRNA 


Seq. No. 


43429 


Seq. ID 


bth700849214.hl 


Method 


BLASTN 


NCBI GI 


g4324966 


BLAST score 


125 


E value 


5.0e-64 


Match length 


157 


% identity 


95 


NCBI Description 


Glycine max ADP 


Seq. No. 


43430 


Seq. ID 


bth700849228.hl 


Method 


BLASTX 


NCBI GI 


g3193327 


BLAST score 


302 


E value 


7.0e-28 


Match length 


87 



6904 



# 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



64 

(AF069299) No definition line found [Arabidopsis thaliana] 
43431 

bth700849234.hl 

BLASTN 

g4389416 

162 

3.0e-86 

238 

92 

Glycine max nitrate reductase (nr2) gene, partial cds 



43432 

bth700849240.hl 

BLASTX 

g2853077 

164 

1.0e-ll 

54 

56 

(AL021768) resistence protein 



like [Arabidopsis thaliana] 



43433 

bth700849250.hl 

BLASTX 

gl708191 

165 

6.0e-12 

71 

52 

HEXOSE CARRIER PROTEIN HEX 6 >gi_467319 (L08188) hexose 
carrier protein [Ricinus communis] 

43434 

bth700849261.hl 

BLASTX 

g3319990 

143 

3.0e-09 

69 

56 

(Y17267) ubiquitin-conjugating enzyme [Mus musculus] 
43435 

bth700849273.hl 

BLASTX 

g3874761 

155 

1.0e-10 

50 
56 

(Z71185) Similarity to yeast hypothetical protein Swiss 
Prot accession number P28606. [Caenorhabditis elegans] 

43436 

bth700849279.hl 



6905 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3335376 

293 

8.0e-27 

80 

74 

(AC003028) putative ammonium transporter [Arabidopsis 
thaliana] 



beg. no. 


*i J *± O I 


beg. iu 


i_JL.il / UU O *± J»J*± M . Ill 




BLASTX 


NCBI GI 


-QQO /I O A O 


BLAST score 


130 


E value 


8.0e-17 


ixiaLcn xengun 


/ u 


% identity 


Co 


NCBI Description 


/arnrmfi7Q^ t^qk^O ^ TArabidoosis thaliana! 


Seg. No. 


/I "34 OQ 
4 J^t JO 


Seg. ID 


k+- Vi*7 nop 4 Q"^ R Q hi 


Method 


JDJjrio lA 


NCBI GI 


g5714S4 


BLAST score 




E value 


3.0e-32 


Match length 


80 


% identity 


7 Q 


NCBI Description 


/T^1^797^ norriviHacjp nrpciir^nr rMedicacfO truncatula] 


Seg. No. 


/ on 


Seg. ID 


Dtn / uuo 4 yjoz . ni 


Method 


DT 7\ OTV 

Dli/iblA 




rT OOp4Q-| 1 
\\£*£*C*^ _/ J_ X 


BLAST score 


140 


E value 


5.0e-14 


Match length 


73 


% identity 


34 


NCBI Description 


(U93048) somatic embryogenesis receptor-like kinase 




car ota] 


Seg. No. 


43440 


Seg. ID 


bth700849376.hl 


Method 


BLASTX 


NCBI GI 


g2507426 


BLAST score 


106 


E value 


2.0e-10 


Match length 


69 



% identity 

NCBI Description 



61 

ALANYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR 
(ALANINE — TRNA LIGASE) (ALARS) >gi_167 3365_emb_CAA80380_ 
(Z22673) mitochondrial tRNA-Ala synthetase [Arabidopsis 

thaliana] 



Seg. No. 
Seg. ID 
Method 
NCBI GI 



43441 

bth700849389.hl 

BLASTN 

g511937 



6906 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



183 

1.0e-98 

190 
99 

Soybean mRNA for cysteine proteinase, complete cds 
43442 

bth700849436.hl 

BLASTX 

g2191136 

186 

3.0e-14 

76 

46 

(AF007269) Similar to UTP-Glucose Glucosyltransferase; 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 

43443 

bth700849473.hl 

BLASTN 

g2465528 

61 

7.0e-26 
109 
89 

Medicago truncatula phosphate transporter 
complete cds 



(MtPT2) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



43444 

bth700849526.hl 

BLASTX 

g2342690 

289 

2.0e-26 

83 

71 

(AC000106) Similar to Homo copine I (gb_U83246) 
[Arabidopsis thaliana] 

43445 

bth700849594.hl 

BLASTX 

g2739004 

299 

1.0e-27 

81 

73 

(AF0224 61) CYP82Clp [Glycine max] 
43446 

bth700849627.hl 

BLASTX 

g3914359 

277 

5.0e-25 



6907 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



65 
8 9 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1928979 (U92656) phospholipase D [Vigna unguiculata] 

43447 

bth700849666.hl 

BLASTX 

g2829894 

275 

9.0e-25 

80 

72 

(AC002311) Unknown protein [Arabidopsis thaliana] 
43448 

bth700849676.hl 

BLASTN 

g2688829 

64 

1.0e-27 
176 

84 . 4 _ 

Prunus armeniaca putative sugar transporter mRNA, complete 

cds 



43449 

bth700849680.hl 

BLASTX 

gll73027 

107 

1.0e-09 

54 

72 

60S RIBOSOMAL PROTEIN L31 >gi_915313 (U23784) 
protein L31 [Nicotiana glutinosa] 



ribosomal 



43450 

bth700849735.hl 

BLASTN 

g3046856 

32 

1.0e-08 
74 

92 ^ n 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 

43451 

bth700849784.hl 

BLASTN 

g516853 

117 

3.0e-59 

249 

29 



6908 



NCBI Description Soybean SUBI-2 gene for ubiquitin, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43452 

bth700849790.hl 

BLASTX 

g3193292 

311. 

4.0e-33 

81 

79 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43453 

bth700849803.hl 

BLASTX 

gl708191 

217 

6.0e-18 

64 

62 

HEXOSE CARRIER PROTEIN HEX 6 >gi_467319 (L08188) 
carrier protein [Ricinus communis] 



hexose 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43454 

bth700849819.hl 

BLASTN 

g349436 

32 

1.0e-08 

40 
95 

Carrot EP1 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43455 

bth700849826.hl 

BLASTX 

gl657617 

179 

2.0e-13 

68 
78 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43456 

bth700849846.hl 

BLASTN 

gl8764 

76 

7.0e-35 

118 
99 

G.max tefSl gene for elongation factor EF-la 



6909 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43457 

bth700849874.hl 

BLASTX 

g531389 

255 

2.0e-22 

74 

62 

(U12626) copia-like retrotransposon Hopscotch polyprotein 
[Zea mays] 



Seq. No. 


43458 


Seq. ID 


bth700849882.hl 


Method 


BLASTX 


NCBI GI 


g2832677 


BLAST score 


244 


E value 


4.0e-21 


Match length 


78 


% identity 


53 


NCBI Description 


(AL021712) hypothetical prot 


Seq. No. 


43459 


Seq. ID 


cfl700863516.hl 


Method 


BLASTX 


NCBI GI 


g2827699 


BLAST score 


384 


E value 


2.0e-37 


Match length 


83 


% identity 


81 


NCBI Description 


(AL021684) predicted protein 


Seq. No. 


43460 


Seq. ID 


cfl700863593.hl 


Method 


BLASTX 


NCBI GI 


g4006878 


BLAST score 


164 


*E value 


7.0e-12 


Match length 


53 


% identity 


62 


NCBI Description 


(Z99707) MAP3K-like protein 


Seq. No. 


43461 


Seq. ID 


cf 1700863594. hi 


Method 


BLASTN 


NCBI GI 


g2618683 


BLAST score 


88 


E value 


5.0e-42 


Match length 


200 


% identity 


86 


NCBI Description 


Arabidopsis thaliana chromos 




sequence, complete sequence 


Seq. No. 


43462 


Seq. ID 


ckk700605742.h2 


Method 


BLASTN 


NCBI GI 


gl70023 


BLAST score 


285 



6910 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-159 

292 
100 

Glycine max maturation-associated protein 
complete cds 



(MAT 9) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



43463 

ckk700605743.h2 

BLASTN 

g22635 

37 

5.0e-12 

69 

88 

P. vulgaris mRNA for 70 kD heat shock protein 
43464 

ckk700605779.h2 

BLASTN 

g3334755 

83 

6.0e-39 
206 
8 6 

Medicago sativa mRNA for putative arginine/serine-rich 
splicing factor 

43465 

ckk700605855.h2 

BLASTX 

gl346769 

227 

6.0e-37 

96 

73 

PROLYL ENDOPEPTIDASE (POST-PROLINE CLEAVING ENZYME) (PE) 
>gi- 558596 emb_CAA52605_ (X74496) prolyl oligopeptidase 
[HoEo sapiens] >gi_1585155_prf_2124300A Pro oligopeptidas 
[Homo sapiens] >gi_4506043_ref_NP_002717 . l_pPREP_ prolyl 
endopeptidase 

43466 

ckk700605865.h2 

BLASTX 

g2980764 

161 

3.0e-ll 

56 

55 

(AL022198) putative protein [Arabidopsis thaliana] 
43467 

ckk700605886.h2 

BLASTN 

gl498314 

77 

2.0e-35 



6911 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288 
82 

Pisum sativum import intermediate associated protein 100 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 

43468 

ckk700605893.h2 

BLASTN 

gl401239 

71 

9.0e-32 

110 

96 

Glycine max 7S seed globulin precursor, mRNA, complete cds 
43469 

cks700764759.hl 

BLASTN 

g22172 

209 

1.0e-114 

305 

93 

Maize ATP2 mRNA for mitochondrial ATP synthase beta subunit 
43470 

cks700764770.hl 

BLASTX 

gl524370 

110 

8.0e-09 

68 

49 

(X92491) TOM20 [Solanum tuberosum] 
43471 " 

cks700764787.hl 

BLASTX 

g2271477 

193 

3.0e-15 

55 
71 

(AF009631) AP47/50p [Arabidopsis thaliana] 
43472 

cks700764807.hl 

BLASTN 

gl69928 

184 

2.0e-99 

196 

98 

Glycine max alpha '-type beta conglycinin storage protein 
gene, complete cds, clone ch4A 



6912 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43473 

cks700764861.hl 

BLASTN 

g4102189 

35 

1.0e-10 

75 

87 

Glycine max 35 kDa seed maturation protein (pGmPM18) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43474 

cle700967780.hl 

BLASTX 

g3176709 

145 

2.0e-09 

82 

40 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43475 

cle700967818.hl 

BLASTN 

g2281638 

38 

4.0e-12 

82 
87 

Arabidopsis thaliana AP2 domain containing protein RAP2.7 
mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43476 

cle700967833.hl 

BLASTN 

gl778371 

94 

1.0e-45 

144 

99 

Glycine max asparagine synthetase 1 
cds 



(AS1) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43477 

crh700849912.hl 

BLASTN 

g479059 

71 

3.0e-32 

99 

93 

G.max (Fiskeby V) 



mRNA for cysteine endopeptidase 



Seq. No. 
Seq. ID 



43478 

crh700849916.hl 



6913 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq/ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
gl8542 
154 

2.0e-81 

234 
99 

Soybean Bg gene for basic 7S globulin 
43479 

crh700849923.hl 

BLASTN 

gl401239 

126 

7.0e-65 

173 

93 

Glycine max 7S seed globulin precursor, mRNA, complete cds 
43480 

crh700850035.hl 

BLASTX 

g3176687 

184 

4.0e-22 

72 

61 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb_R64855 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


43481 


Seq. ID 


crh700850052.hl 


Method 


BLASTX 


NCBI GI 


g4510386 


BLAST score 


173 


E value 


5.0e-16 


Match length 


67 


% identity 


67 


NCBI Description 


(AC007017) unknown prot 


Seq. No. 


43482 


Seq. ID 


crh700850066.hl 


Method 


BLASTN 


NCBI GI 


g479059 


BLAST score 


139 


E value 


2.0e-72 


Match length 


196 


% identity 


98 


NCBI Description 


G.max (Fiskeby V) mRNA 


Seq. No. 


43483 


Seq. ID 


crh700850119.hl 


Method 


BLASTX 


NCBI GI 


g4455225 


BLAST score 


158 


E value 


4.0e-ll 



6914 



Match length 34 
% identity 76 

NCBI Description (AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43484 

crh700850138.hl 

BLASTN 

g256426 

241 

1.0e-133 

245 

100 

CG4 beta-conglycinin [soybeans, Forrest and Dare, Genomic, 
3840 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43485 

crh700850156.hl 

BLASTX 

g3021267 

164 

9.0e-12 

70 

47 

(AL022347) serine/threonine kinase - like protein 
[Arabidopsis thaliana] 

43486 " 

crh700850275.hl 

BLASTX 

g2244835 

231 

1.0e-19 

71 

66 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 
43487 

crh700850280.hl 

BLASTX 

g2914703 

186 

3.0e-14 

60 

58 

(AC003974) unknown protein [Arabidopsis thaliana] 
43488 

crh700850313.hl 

BLASTN 

g2661022 

199 

1.0e-108 

199 

100 

Glycine max catalase (cat5) mRNA, partial cds 



Seq* No. 



43489 



6915 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



crh700850365.hl 

BLASTX 

g3297814 

142 

2.0e-09 

40 

60 

(AL031032) putative protein [Arabidopsis thaliana] 
43490 

crh700850395.hl 

BLASTN 

g508575 

172 

4.0e-92 

248 

92 

Oryza sativa beta-tubulin mRNA 
43491 

crh700850469.hl 

BLASTX 

g3687224 

339 

3.0e-32 

84 

75 

(AC005169) putative N-acetyl-gamma-glutamyl-phosphate 
reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43492 

crh700850484.hl 

BLASTX 

g82045 

162 

2.0e-U 

68 

54 

embryonic protein ecp31 - carrot >gi_18337_emb_CAA4304* 
(X60593) embryonic cell protein [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



43493 

crh700850543.hl 

BLASTN 

g4324966 

75 

2.0e-34 

83 
98 

Glycine max ADP-ribosylation factor mRNA, partial cds 
43494 

crh700850552.hl 

BLASTX 

g485110 

315 

2.0e-29 



6916 



Match length 

% identity 

NCBI Description 



81 
74 

(U00050) similarity across entire gene to DNA-directed RNA 
polymerase [Caenorhabditis elegans] 



O C ^ • LN W • 


43495 


Seq. ID 


crh700850575.hl 


Me* \~ Y\ nrl 


BLASTX 


NCBI GI 


g3402719 


DlJliiJ 1 o w _L \^ 


183 


Hi V Ct _L Lie 


1.0e-16 


Mj^'hr'h Ipncrth. 


71 


% identitv 


63 


NCBI Description 


(AC004261) unknown prote 


Qprf No 


43496 


Qprr Tf) 


crh700850590.hl 


Tvjf d 4— Vi /^/"J 

1/1. e t-Ilv-JU 


BLASTN 


NCBI GI 


gl8662 


DUfiOi OUUJLC 


92 


I_i value 


8 . Oe-45 




100 


2- 4 Hf^nt" 1 fv 


98 


"N1PRT r*T*i nt *i nn 

INv^OJ. UCul 1 — L £J L. J-Uil 


Glycine max hsp 70 gene 


Seq, No. 


43497 


oeq. lu 


rrh7 00850 601 .hi 




RLASTN 








51 


Cj Value 


3 Oe-20 


/-iVl 1 f>T*> it4~ "h 


130 


& -j Hpnt i t~ v 

D J_ v_i^ 11 u -l_ y 


86 


MPRT nfacpri nt i on 

IMV^DX UCDUI c v-'i J. 


Tragopogon dubius large 




partial sequence 


OeCJ • JNU • 


43498 




crh700850621.hl 




RLASTN 


NCRT GT 


g479059 


n l.i r^Q 1 OUUIC 


33 


Hi value 


2 . 0e-09 


Match length 


73 


% identity 


86 


NCBI Description 


G.max (Fiskeby V) mRNA 


Seq. No. 


43499 


Seq. ID 


crh700850631.hl 


Method 


BLASTX 


NCBI GI 


g3335378 


BLAST score 


309 


E value 


9.0e-29 



Match length 

% identity 

NCBI Description 



80 
70 

(AC003028) 
thaliana] 



Myb-related transcription activator [Arabidopsis 



6917 





43500 


Seq. ID 


crh700850693.hl 




BLASTX 


NCBI GI 


g4490317 


BLAST score 


214 


IT Tral no 


9. 0e-18 


TvA-j -|- /-^ Vi 1 on rr - ! - Vi 


61 


IS lUcIl L.-L uy 


66 


HrnT qpr i r>1~ "i on 


(AL035678) putative protein [Arabidops 


OC<^i IN Vj • 


43501 




crh700850705 .hi 


rie tnoa 




NCBI GI 


gl916290 


BLAST score 


210 


ill vdl Lie 


3. 0e-17 


Ma4-^~<Vi 1 art <T"h V"i 
rid Lull iciiy Lii 


74 


^ XUcilU-L L.y 


61 


iNUDl UCDLJ — Lj^J I — LUll 


(U89876) ALY [Mus mus cuius] 


C! arr NTr\ 
OCtJ • IN v • 


43502 


Qprr ID 


crh700850725.hl 


l v ie LliOQ 


RT.A3TX 


MfP T PT 
iNL^rS-L ox 


rr44 S4471 


BLAST score 


290 


E value 


1.0e-26 


jyj.au cn ±enyun 


77 






NUbi Description 


/Affin^I?'}^ nntati vp G crofcein couoled 




"hhalianal 

V.11UJ LU1JU J 


OcCJ * W(J • 


43503 


JCv^ • X U 


crh700850745 .hi 


1*J[£S +* In 

L v ieLiioti 




NCBI GI 


g3618316 


BLAST score 


217 


TP XT 5 1 iia 

value 




iYia.L.cn xeny uri 


47 


9r T /"I ^ V"! T" "1 +" *7 

"6 icierjxxuy 


45 


vr^TD T Hoar'rin'l"'! nin 


zinc finaer Drotein TOrvza 


oSCJ. INvJ . 


*± *j \j i 


Sea ID 


crh700850771.hl 


Method 


BLASTX 


NCBI GI 


g4490937 


BLAST score 


143 


E value 


2.0e-09 


Match length 


67 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



42 

(AJ132261) hypothetical helicase K12H4.8-like protein [Homo 
sapiens] 

43505 

crh700850872.hl 

BLASTX 

g3892054 

160 



6918 



E value 
Match length 
% identity 
NCBI Description 



2.0e-ll 

77 
48 

(AC002330) 
thaliana] 



putative glycosyltransferase [Arabidopsis 



Qe^rr Kin 


43506 




crh700850911.hl 


Method 


BLASTN 




a473216 




98 


E value 


5.0e-48 




170 


% identity 


89 


NCBI Description 


P. sativum (little marvel) 


Seq. No. 


43507 


Seq. ID 


crh700850912.hl 


Method 


BLASTX 


NCBI GI 


g2851508 


BLAST score 


199 


E value 


7.0e-16 


Match length 


67 


% identity 


58 


NCBI Description 


60S RIBOSOMAL PROTEIN L21 



HSC71.0 mRNA 



i_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 
gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 



Seq. No. 


43508 




Seq. ID 


crh700850956 


.hi 


Method 


BLASTN 




NCBI GI 


g434060 




BLAST score 


42 




E value 


1.0e-14 




Match length 


114 




% identity 


85 




NCBI Description 


Soybean DNA 


for 


Seq. No. 


43509 




Seq. ID 


crh700850986 


.hi 


Method 


BLASTX 




NCBI GI 


g3367576 




BLAST score 


245 




E value 


3.0e-21 




Match length 


79 




% identity 


61 




NCBI Description 


(AL031135) NAM 


Seq. No. 


43510 




Seq. ID 


crh700851136 


.hi 


Method 


BLASTX 




NCBI GI 


g481131 




BLAST score 


154 




E value 


2.0e-10 




Match length 


33 





complete cds 



/ CUC2 -like protein [Arabidopsis thaliana] 



6919 



% identity 


85 


NCBI Description 


sucrose transport protein SUC2 - Arabidopsis thaliana 




>gi_407092_emb_CAA53150_ (X75382) sucrose-proton symporter 




[Arabidopsis thaliana] 


Seq. No. 


43511 


Seq. ID 


crh700851283.hl 


Method 


BLASTN 


NCBI GI 


g3097320 


BLAST score 


llo 


E value 


6.0e-57 


Match length 


222 


% identity 


86 


NCBI Description 


Glycine max gene for Bd 30K, complete cds 


Seq. No. 


43512 


Seq. ID 


crh700851311.hl 


Method 


BLASTX 


NCBI GI 


g2829871 


JBLAbl score 


1 A A 

144 


E value 


2.0e-09 


Match length 


47 


% identity 


62 


NCBI Description 


(AC002396) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


43513 


Seq. ID 


crh700851313.hl 


Method 


BLASTX 


NCBI GI 


gl495366 


BLAST score 


130 


E value 


6.0e-12 


Match length 


76 


% identity 


44 


NCBI Description 


(Z69370) nitrite transporter [Cucumis sativus] 


Seq. No. 


43514 


Seq. ID 


crh700851315.hl 


Method 


BLASTN 


NCBI GI 


gl69928 


BLAST score 


251 


E value 


1 . Oe-139 


Match length 


276 


% identity 


98 


NCBI Description 


Glycine max alpha 1 -type beta conglycinin storage protein 




gene, complete cds, clone ch4A 


Seq. No. 


43515 


Seq. ID 


crh700851331.hl 


Method 


BLASTX 


NCBI GI 


gl703292 


BLAST score 


158 


E value 


1.0e-15 


Match length 


65 


% identity 


75 


NCBI Description 


HIGH AFFINITY AMMONIUM TRANSPORTER >gi 551219 emb_CAA53473 




(X75879) amtl [Arabidopsis thaliana] 



6920 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43516 

crh700851401.hl 

BLASTX 

gl526422 

228 

4.0e-19 

63 
73 

(D64139) LEA protein in group 5 



[Arabidopsis thaliana] 



43517 

crh700851427.hl 

BLASTN 

g2959780 

43 

2.0e-15 

82 

88 

Arabidopsis thaliana 



mRNA for Zwille protein 



43518 

crh700851452.hl 

BLASTX 

g4417267 

258 

1.0e-22 

83 

60 

(AC007019) hypothetical protein [Arabidopsis thaliana] 
43519 

crh700851455.hl 

BLASTN 

g479059 

245 

1.0e-135 

253 

99 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
43520 

crh700851505.hl 

BLASTN 

g414976 

68 

4.0e-30 

156 

91 

Glycine max Shi-shi 51 kDa seed maturation protein 
(pGmPMlO) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



43521 

crh700851515.hl 

BLASTX 

gl!71978 

326 

1.0e-30 



6921 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



88 
75 

POLYADENYLATE- BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_ernb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 



43522 

crh700851559.hl 

BLASTN 

gl70023 

122 

2.0e-62 

194 

91 

Glycine max maturation-associated protein 
complete cds 



(MAT 9) mRNA, 



43523 

crh700851567.hl 

BLASTX 

g2829911 

220 

3.0e-18 

75 

65 

(AC002291) Unknown protein [Arabidopsis thaliana] 
43524 

crh700851584.hl 

BLASTX 

g2656017 

143 

3.0e-09 

37 

62 

(Z99292) vacuolar atp synthase subunit a 
[Schizosaccharomyces pombe] 

43525 

crh700851632.hl 

BLASTN 

g4102691 

93 

5.0e-45 

93 
100 

Glycine max late-embryogenesis abundant protein mRNA, 
complete cds 

43526 

crh700851662.hl 

BLASTX 

gl914685 

295 

4.0e-27 
64 



6922 





83 


NCBI DescriDtion 


(Y12014) RAD23 protein, isoform II 


O t5 • Vt \J . 


43527 


^ea ID 


crh700851825.hl 


VIC UliUU 


BLASTN 


NCBI GI 


g780371 


BLAST score 


52 


T*l value 


2.0e-20 


Mat'nh 1 pncrth 


116 




86 


NPRT Descriotion 


Oryza sativa enolase mRNA, complete 




43528 


Sea ID 


crh700851884.hl 




BLASTN 




g2687434 


BLAST score 


34 


E value 


4.0e-10 


M^'tr'h 1 pnath 
lid. L. ui i icii^ tu 


102 


O 1UC1H-J.L.J 


84 


MfRT np<5r , r"i n+*i on 


Eucryphia lucida large subunit 26S 




partial sequence 


Con Ma 


43529 


Sea. ID 


crh700851991.hl 


Method 


BLASTX 


NCBI GI 


g267055 


BLAST score 


371 


E value 


4.0e-36 


Match length 


77 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLTRANSFERASE) 

>gi_66572_pir YUMU sucrose synthase (EC 2.4.1.13) - 

Arabidopsis thaliana >gi_16526_emb_CAA43303_ (X60987) 
sucrose synthase [Arabidopsis thaliana] 

43530 

crh700852028.hl 

BLASTN 

gl69928 

150 

5.0e-79 

226 

92 

Glycine max alpha 1 -type beta conglycinin storage protein 
gene, complete cds, clone ch4A 

43531 

crh700852044.hl 

BLASTX 

gl26078 

194 

3.0e-15 

55 

75 

LATE EMBRYOGENE SIS ABUNDANT PROTEIN D-34 (LEA D-34) 



6923 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_81554_pir S04046 embryonic abundant protein gD-34 - 

upland cotton >gi_18501_emb_CAA31594__ (X13206) D-34 Lea 
protein [Gossypium hirsutum] >gi_167385 (M19389) storage 

protein [Gossypium hirsutum] >gi_226556_prf 1601521F Lea 

D-34 gene [Saguinus oedipus] 

43532 

crh700852060.hl 

BLASTX 

gl771162 

219 

3.0e-18 

66 

67 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ006379) subtilisin-like 
protease [Lycopersicon esculentum] 

43533 

crh700852110.hl 

BLASTX 

g3402685 

353 

7.0e-34 

82 

76 

(AC004697) unknown protein [Arabidopsis thaliana] 
43534 

crh700852128.hl 

BLASTX 

gl26078 

203 

3.0e-16 

55 
42 

LATE EMBRYOGENESIS ABUNDANT PROTEIN D-34 (LEA D-34) 

>gi_81554_pir S04046 embryonic abundant protein gD-34 - 

upland cotton >gi_18501_emb_CAA31594_ (X13206) D-34 Lea 
protein [Gossypium hirsutum] >gi_167385 (M19389) storage 

protein [Gossypium hirsutum] >gi_226556_prf 1601521F Lea 

D-34 gene [Saguinus oedipus] 

43535 

crh700852150.hl 

BLASTN 

g256428 

233 

1.0e-128 
245 
99 

KTi3 (KTi3+)=Kunitz trypsin inhibitor 
Forrest, mRNA, 1259 nt] 



[soybeans, Dare and 



Seq. No. 
Seq. ID 
Method 



43536 

crh700852178.hl 
BLASTX 



6924 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl711382 
94 

1.0e-08 

64 
58 

SET PROTEIN >gi_940889 (U30470) SET [Drosophila 
melanogaster] 

43537 

crh700852191.hl 

BLASTN 

g!8542 

141 

1.0e-73 

210 

100 

Soybean Bg gene for basic 7S globulin 
43538 

crh700852192.hl 

BLASTN 

gl70023 

198 

1.0e-107 

217 

98 

Glycine max maturation-associated protein (MAT9) mRNA, 
complete cds 

43539 

crh700852283.hl 

BLASTN 

g20880 

35 

2.0e-10 

51 

92 

Pea mRNA for plastid ribosomal protein CL9 
43540 

crh700852308.hl 

BLASTX 

g2129608 

114 

7.0e-13 

63 

65 

GTP-binding protein, 68K - Arabidopsis thaliana >gi_807577 
(L38614) GTP-binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



43541 

crh700852309.hl 

BLASTN 

g4567237 

39 

9.0e-13 

79 



6925 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

Arabidopsis thaliana chromosome II BAC T22F11 genomic 
sequence, complete sequence 

43542 

crh700852387.hl 

BLASTN 

gl401239 

57 

2.0e-23 

115 

92 

Glycine max 7S seed globulin precursor, mRNA, complete cds 
43543 

crh700852388.hl 

BLASTN 

g479059 

196 

1.0e-106 

247 

96 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
43544 

crh700852392.hl 

BLASTN 

g256426 

233 

1.0e-128 

244 
99 

CG4 beta-conglycinin [soybeans, Forrest and Dare, Genomic, 
3840 nt] 



Seq. No. 43545 

Seq. ID crh700852411.hl 

Method BLASTN 

NCBI GI gl3384 

BLAST score 91 

E value 9.0e-44 

Match length 108 

% identity 97 

NCBI Description Pea mitochondrial coxl gene for cytochrome oxidase subunit 
I 



Seq. No. 43546 

Seq. ID crh700852418.hl 

Method BLASTN 

NCBI GI gl70007 

BLAST score 128 

E value 7.0e-66 

Match length 168 

% identity 95 

NCBI Description Soybean 18 kD late embryogenesis abundant (Lea) protein 
mRNA, complete cds 



6926 



# 



Seq. No. 43547 

Seq. ID crh700852435.hl 

Method BLASTX 

NCBI GI g3859534 

BLAST score 317 

E value 1.0e-29 

Match length 62 

% identity 92 , 
NCBI Description (AF095452) asparagine synthetase [Arabidopsis tnalianaj 

43548 

crh700852436.hl 
BLASTN 
gl762954 
120 

4.0e-61 
172 
92 

Glycine max late embryogenes is -abundant protein mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43549 

crh700852454.hl 

BLASTN 

g3021337 

63 

4.0e-27 

99 

91 

Cicer arietinum mRNA for cytosolic 
f ructose-1, 6-bisphosphate aldolase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43550 

crh700852455.hl 

BLASTN 

gl401239 

85 

2.0e-40 

165 
88 

Glycine max 7S seed globulin precursor, mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43551 

crh700852467.hl 

BLASTN 

g3097320 

183 

1.0e-98 

195 

99 

Glycine max gene for Bd 30K, complete cds 



Seq. No. 43552 

Seq. ID crh700852475.hl 

Method BLASTN 

NCBI GI g!70009 

BLAST score 35 



6927 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-10 

59 

90 

Soybean late embryogenesis abundant (LEA) protein mRNA, 
complete cds 



43553 \; 

crh700852486.hl 

BLASTN 

g!401239 

73 

5.0e-33 

214 

91 

Glycine max 7S seed globulin precursor, 



mRNA, complete cds 



43554 

crh700852504.hl 

BLASTN 

gl8542 

36 

6.0e-ll 

36 

100 

Soybean Bg gene for basic 7S globulin 
43555 

crh700852561.hl 

BLASTN 

gl6508 

72 

2.0e-32 

156 

87 

A.thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 

43556 

crh700852565.hl 

BLASTN 

gl69090 

82 

2.0e-38 

166 

87 

Pea glyceraldehyde-3-phosphate dehydrogenase (GapCl) mRNA, 
complete cds 

43557 

crh700852602.hl 

BLASTN 

gl326160 

68 

5.0e-30 

122 

93 



6928 



NCBI Description Phaseolus vulgaris dehydrin mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
*E value 
Match length 
% identity 
NCBI Description 



43558 

crh700852606.hl 

BLASTX 

g2244940 

178 

3.0e-13 

84 

54 

(Z97339) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

"BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43559 

crh700852613.hl 

BLASTX 

g4539452 

373 

3.0e-36 

87 

80 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

43560 

crh700852614.hl 

BLASTX 

gl35416 

162 

2.0e-ll 

39 

74 

TUBULIN ALPHA- 3 CHAIN >gi_85174_pir C26488 tubulin alpha-3 

chain - fruit fly (Drosophila melanogaster ) >gi__158735 
(M14 645) alpha-tubulin 3 [Drosophila melanogaster] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

%- identity 

NCBI Description 



43561 

crh700852622.hl 

BLASTX 

g3478637 

282 

2.0e-25 

86 
59 

(AC005546) R29425 



1 [Homo sapiens] 



43562 

crh700852652.hl 

BLASTX 

gl27046 

214 

1.0e-17 

67 

64 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) {ADOMET SYNTHETASE 2) >gi_304637 
(M61882) S-adenosylmethionine synthetase [Dianthus 
caryophyllus] >gi_228314_prf 1802406A Met (S-adenosyl) 



6929 



synthetase [Dianthus caryophyllus] 





43563 


Seq. ID 


crh700852656.hl 


Method 


BLASTN 




g311697 




121 


TP TT ^ 1 TIO 

£j ValUc 




rucLLOii icily uii 


233 


^ ldciiuiLy 


57 




G.iuax Lea protein inRNA, < 




43564 


Seq. ID 


crh700852733.hl 


Method 


BLASTN 


1N^D-L ul 


a22073 

y i- \/ r 




44 


£j VdJ-Ue 




Mnf r*Vi 1 fori rrl" hi 


44 


Q. 4 /-J /-.im 4- n +■ i r 

^ iQenLiLy 


i on 


JNUdJ. UcS C17j-pt-L(JXI 


Mnnn h^^rt rRNA - 18 S 


oeq . LNO . 


43565 


Qpa ID 


crh700852749,hl 


Method 


BLASTX 


NCBI GI 


gll72635 


BLAST score 


398 


E value 


3.0e-39 


Match length 


80 


% identity 


96 


NCBI Description 


26S PROTEASE REGULATORY 



18S rDNA spacer region 



SUNIT 4 H0M0L0G (TAT-BINDING 
PROTEIN H0M0L0G 2) >gi_556558_dbj_BAA04 615__ (D17789) rice 
homologue of Tat binding protein [Oryza sativa] 



Seq. No. 


43566 


Seq. ID 


crh700852761.hl 


Method 


BLASTX 


NCBI GI 


g2853086 


BLAST score 


208 


E value 


6.0e-17 


Match length 


80 


% identity 


47 


NCBI Description 


(AL0217 68) putative protein 


Seq. No. 


43567 


Seq. ID 


crh700852772.hl 


Method 


BLASTN 


NCBI GI 


g4204858 


BLAST score 


86 


E value 


6.0e-41 


Match length 


190 


% identity 


86 


NCBI Description 


Triticum aestivum heat shock 


Seq. No. 


43568 


Seq. ID 


crh700852781.hl 


Method 


BLASTX 



6930 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3850569 
164 

8.0e-12 

68 
54 

(AC005278) ESTs gb_T21276, gbJT45403, and gb_AA586113 come 
from this gene. [Arabidopsis thaliana] 



Seq*, Ho. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43569 

crh700852809.hl 

BLASTX 

g3445204 

196 

2.0e-18 

86 
56 

{AC004786) putative GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 


43570 




Seq~. ID 


crh700852844.hl 


Method 


BLASTX 




NCBI GI 


g2909420 




BLAST score 


174 




E value 


7.0e-13 




Match length 


60 




% identity 


37 




NCBI Description 


(AJ224518) 


LEA protein 


Seq. No. 


43571 




Seq. ID 


crh7008528i 


30. hi 


Method 


BLASTX 




NCBI GI 


g2565010 




BLAST score 


249 




E value 


1.0e-21 




Match length 


85 




% identity 


55 


putative mi 


NCBI Description 


(AC002983) 




[Arabidopsis thaliana] 



i_3377811 (AF076275) contains 
similarity to ATP synthase B/B 1 (Pfam: ATP-synt_B. hmm, 
score: 11.71) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



43572 

crh700852895.hl 

BLASTN 

gl8542 

125 

4.0e-64 

207 

99 

Soybean Bg gene for basic 7S globulin 
43573 

crh700852904.hl 

BLASTN 

gl8731 

113 



6931 



E value 
Match length 
% identity 
NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-57 

136 

96 

Soybean RPB1-B1 gene for the largest subunit of RNA 
polymerase II (EC 2.7.7.6) 



43574 

crh700852907.hl 

BLASTN 

gl401239 

35 

1.0e-10 

35 
100 

Glycine max 7S seed globulin precursor, 



mRNA, complete cds 



43575 

crh700852911.hl 

BLASTN 

g2347089 

57 

1.0e-23 

144 

90 

Phaseolus vulgaris low molecular weight heat shock protein 
PvHSP17-19 (Pvhspl7-19) mRNA, partial cds 

43576 

crh700852953.hl 

BLASTN 

g555890 

46 

4.0e-17 
134 

84 . ^ 

Glycine max 7S storage protein alpha subunit mRNA, complete 

cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43577 

crh700852989.hl 

BLASTN 

g479059 

140 

5.0e-73 

240 

97 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
43578 

crh700853003.hl 

BLASTX 

gl086249 

267 

9.0e-24 

83 
66 

subtilisin-like protease - Alnus glutinosa 



6932 




>gi_757522_emb_CAA59964_ (X85975) subtilisin-like protease 
[Alnus glutinosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43579 

crh700853006.hl 

BLASTN 

g2275194 

85 

3.0e-40 

213 

85 

Arabidopsis thaliana chromosome II BAC T08I13 ^ genomic 
sequence, complete sequence [Arabidopsis thaliana] 

43580 

crh700853009.hl 

BLASTN 

g!69928 

254 

1.0e-141 

258 
100 

Glycine max alpha 1 -type beta conglycinin storage protein 
gene, complete cds 7 clone ch4A 

43581 

crh700853016.hl 

BLASTN 

g414976 

127 

3.0e-65 

127 

47 

Glycine max Shi-shi 51 kDa seed maturation protein 
(pGmPMlO) mRNA, complete cds 

43582 

crh700853019.hl 

BLASTX 

g4314365 

191 

7.0e-15 

80 

49 

(AC006340) putative copia-like retrotransposon Hopscotch 
[Arabidopsis thaliana] 



Seq. No. 43583 

Seq. ID crh700853030.hl 

Method BLASTX 

NCBI GI g3492803 

BLAST score 181 

E value 1.0e-13 

Match length 59 

% identity 58 

NCBI Description {AJ002479) ENBP1 [Medicago truncatula] 



6933 



Seq. No* 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
-Match length 
. identity. 
NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43584 

crh700853125.hl 

BLASTX 

g4234953 

189 

1.0e-14 

72 

'53 ^ _ 

(AF098970) NBS-LRR-like protein cD7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Phaseolus vulgaris] 



43585 

crh700853130.hl 

BLASTX 

gl26078 

199 

7.0e-16 

55 

41 

LATE EMBRYOGENESIS ABUNDANT PROTEIN D-34 (LEA D-34) 

>gi 81554_pir S0404 6 embryonic abundant protein gD-34 - 

upland cotton >gi_18501__emb_CAA31594_ (X13206) D-34 Lea 
protein [Gossypium hirsutum] >gi_167385 (M19389) storage 

protein [Gossypium hirsutum] >gi_226556_prf 1601521F Lea 

D-34 gene [Saguinus oedipus] 

43586 

crh700853148.hl 

BLASTN 

g3097320 

217 

1.0e-119 

240 

98 

Glycine max gene for Bd 30K, complete cds 



43587 

crh700853194.hl 

BLASTN 

gl70019 

234 

1.0e-129 

234 

88 

Soybean maturation protein 



(MAT1) gene, complete cds 



43588 

crh700853241.hl 

BLASTX 

g2842704 

143 

2.0e-09 

51 

55 

HYPOTHETICAL 73.3 KD PROTEIN C6G9.14 IN CHROMOSOME I 
>gi_1644326_emb_CAB03616_ (Z81317) serine rich pumilio 
family rna binding domain protein [Schizosaccharomyces 
pombe] 



6934 




Seq. No. 43589 

Seq. ID crh700853302.hl 

Method BLASTN 

NCBI GI g479059 

BLAST score 246 

E value 1.0e-136 

Match length 246 

% identity 100 

NCBI Description G.max {Fiskeby V) mRNA for cysteine endopeptidase 
43590 

crh700853308.hl 
BLASTX 
g3096949 
171 

5,0e-16 
68 

62 . 
(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 43593 

Seq. ID crh700853375.hl 

Method BLASTX 

NCBI GI g3935183 

BLAST score 189 

E value 1.0e-14 

Match length 57 

% identity 72 

NCBI Description (AC004557) F17L21.26 [Arabidopsis thaliana] 

Seq. No. 43594 

Seq. ID crh700853380.hl 

Method BLASTN 

NCBI GI gl70007 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43591 

crh700853316.hl 

BLASTX 

g799369 

167 

3.0e-12 

58 

59 

(U25111) metalloendopeptidase [Pisum sativum] 



43592 

crh700853355.hl 

BLASTN 

g4115336 

149 

2.0e-78 

239 

17 

Pisum sativum (Alaska) ubiquitin (PUB3) gene, complete cds 



6935 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ,ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Lea) protein 



166 

1.0e-88 

234 

92 

Soybean 18 kD late eitibryo genes is abundant 
mRNA, complete cds 

43595 

crh700853383.hl 

BLASTN 

gl8542 

135 

4.0e-70 

231 

90 

Soybean Bg gene for basic 7S globulin 



43596 

crh700853396.hl 

BLASTX . . 

g3915037 

145 

1.0e-09 

46 

63 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 
>gi_2570067_emb_CAA04512_ (AJ001071) second sucrose 
synthase [Pisum sativum] 

43597 

crh700853403.hl 

BLASTX 

g4417304 

328 

6.0e-31 

85 
67 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1, 4-N-acetylglucosaminyltransferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



43598 

crh700853422.hl 

BLASTX 

g4539291 

268 

7.0e-24 

85 

60 

(AL049480) putative protein [Arabidopsis thaliana] 
43599 

crh700853452.hl 

BLASTN 

gl401239 

89 

1.0e-42 



6936 



Match length 174 
% identity 94 

NCBI Description Glycine max 7S seed globulin precursor, mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43600 

crh700853507.hl 

BLASTN 

g311697 

133 

8.0e-69 

169 
96 

G.max Lea protein mRNA, complete CDS 
43601 

crh700853533.hl 

BLASTX 

g2842490 

277 

6.0e-25 

80 

68 

(AL021749) heat-shock protein [Arabidopsis thaliana] 
43602 

crh700853582.hl 

BLASTX 

g4185146 

214 

9.0e-18 

42 

86 

(AC005724) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



43603 

crh700853617.hl 

BLASTX 

g3249110 

263 

3.0e-23 

70 

74 

(AC003114) T12M4, 



6 [Arabidopsis thaliana] 



43604 

crh700853629.hl 

BLASTN 

gl8662 

68 

2.0e-30 

100 

92 

Glycine max hsp 70 gene 
43605 

crh700853656.hl 



6937 



# 



Method BLASTX 

NCBI GI g2245004 

BLAST score 292 

E value 1.0e-26 

Match length 87 

% identity 64 , 

NCBI Description (Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 

Seq. No. 43606 

Seq. ID crh700853766.hl 

Method BLASTN 

NCBI GI g479059 

BLAST score 77 

E value 9.0e-36 

Match length 109 

% identity 93 

NCBI Description G.max (Fiskeby V) mRNA for cysteine endopeptidase 
43607 

crh700853820.hl 
BLASTX 
g4567220 
141 

5.0e-09 

82 
33 

(AC007119) hypothetical protein, 3' partial [Arabidopsis 
thaliana] 

Seq. No. 43608 

Seq. ID crh700853826.hl 

Method BLASTX 

NCBI GI g2132302 

BLAST score 211 

E value 3.0e-17 

Match length 81 

% identity 52 

NCBI Description hypothetical protein YPR144c - yeast (Saccharomyces 

cerevisiae) >gi_1066493 (U40829) Weak similarity near 
C-terminus to RNA Polymerase beta subunit (Swiss Prot. 
accession number P11213) and CCAAT-binding transcription 
factor (PIR accession number A36368) [Saccharomyces 
cerevisiae] 

Seq. No. 43609 

Seq. ID crh700853838.hl 

Method BLASTX 

NCBI GI g4415923 

BLAST score 140 

E value 6.0e-09 

Match length 74 

% identity 36 

NCBI Description (AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 

Seq. No. 43610 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6938 



OctJ > XL/ 


crh700853840 .hi 


1<A ^\ 4~ r\ /^N 




INCbl bl 




BLAST score 


156 


E value 


8.0e-ll 


lYiarcn lengLii 


o u 


Q- -1 /^s vi 4" n t r 

^ laerix-LLy 


4 4 


NCbi uescnption 


fn^d.744^ r-vtnrhrnmp P— 4S0 




0 i. i JivU J 


beq. jno. 


*± J U X A 




rrh700854010 .hi 


ft^ +- V> ^ 

jyie rnoo. 


RT.A9TN 


NCBI GI 


g510546 


BLAST score 


150 


tt ■sin r"\ 

Ej value 




L v ia.T_cn lenguri 




% identity 


y U 


NPRT Dp qrr "Lot ion 


P. sativum mRNA for starch 


Seq. No. 


*± jOIZ 


beq. lu 


UI ±1 (UvO JIUiJ .Hi. 


jyie L.noci 




NCBJ GI 


g311697 


BLAST score 


49 


E value 




Maucn lengtn 


1UD 


% identity 


-7 D 


iNUoi uescripuion 


(^1 tti^v T.p^ nvnt'P'i n ntRNA. c 


beq. no. 


4^f^1 ^ 
ft Jul J 


beq. iu 


r-rh7DnRS4D E S^ hi 

U1U / UUO J1UJJ .11J- 


Method 


RT I\QTM 
IDliriO I LN 


NCBI bl 


rrO R^49ft 


BLAST score 


90 


E value 


3.0e-43 


Match lengtn 


on n 


% identity 


ft 


nldI uescription 


jmij ^rviiOT^; — rLLLxij-Ljt. iiy^s 




Fnrr^^f mRNA 1259 ntl 


Seq. No. 


/I A 
4.301^ 


beq. iu 


prh7n08S40S7 hi 


Fie u no a 




NCBI GI 


g479059 


BLAST score 


69 


E value 


/ . US J 1 


Match length 


1 Dfl 


% identity 


y / 


inudi ue scrip tiuii 


may /Fi Qkphv \H mRNA fo 


Seq. No. 


4 oolo 


Seq. ID 


crh700854108.hl 


Method 


BLASTN 


NCBI GI 


g4102691 


BLAST score 


138 


E value 


7.0e-72 



[Phalaenopsis sp. 'hybrid 



branching enzyme II 



6939 



Match length 

% identity 

NCBI Description 



154 
97 

Glycine max late-embryogenesis abundant protein mRNA, 
complete cds 



Seq- No. 


4 JOiO 


Seq. ID 


crn / UUoo4iii.ni 


Method 


T"> T TV O my T 

BLASTN 


NCBI GI 


g JL o to / 4 


BLAST score 


85 


E value 


i a ^ /in 

1 . Ue-4U 


Match length 


1 91 
1Z 1 


% identity 




NCBI Description 


b.max mKNA xor lipoxygenase 


Seq. No. 


43617 


Seq. ID 


era /UUo041oo. ni 


Method 


BLAoTN 


NCBI GI 


gl /UtJU / 


BLAST score 


ZU4 


E value 


1 . Oe-111 


Match length 


276 


% identity 


Q c: 


NCBI Description 


Soybean 18 kD late embryoge] 




mRNA, complete cds 


Seq. No. 


43618 


Seq. ID 


crh700854183.hl 


Method 


BLASTN 


NCBI GI 


g414976 


BLAST score 


95 


E value 


3.0e-46 


Match length 


206 



(Lea) protein 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Glycine max Shi-shi 51 kDa seed maturation protein 
(pGmPMlO) mRNA, complete cds 



43619 

crh700854216.hl 

BLASTX 

g4106395 

190 

9.0e-15 

51 

63 

(AF073744) raffinose synthase 



[Cucumis sativus] 



43620 

crh700854226.hl 

BLASTN 

g402635 

135 

5.0e-70 

223 
90 

L.albus gene for beta-tubulin 



6940 



Seq. No. 


43o-^l 


Seq. ID 


crn / .ni 


Method 


BLASTN 


NCBI GI 


g497416 


BLAST score 


170 


E value 


6 . Oe-91 


Match length 


247 


% identity 


96 


NCBI Description 


Glycine max lijssex aenyarm HKe protein mrxLNiT.^ uuiu^j-cL-ts 


Seq. No. 


43622 


Seq. ID 


crn /uuoj4oyj.ni 


Method 


r* tun mv 

BLASTX 


NCBI GI 


g2909420 


BLAST score 


169 


E value 


O Art 1 O 

z . ue-iz 


Match length 


47 


% identity 


40 


NCBI Description 


{AuZZQdxo J LtjA protein L^j-cer arieT-iiiLuuj 


Seq. No. 


43623 


Seq. ID 


crn/uUoo44X / .ni 


Method 


BLASTX 


NCBI GI 


~1 A A 1 T1 CI 

glUUl / iy 


BLAST score 


223 


E value 


9.0e-19 


Match length 


73 


% identity 


59 


NCBI Description 


(D64004) ATP-dependent RNA helicase DeaD [Synechocystis 




sp.] 


Seq. No. 


43624 


Seq. ID 


crn/uuoo4 4 /o . nl 


Method 


BLASTX 


NCBI GI 


g2462781 


BLAST score 


244 


E value 


3.0e-21 


Match length 


60 


% identity 


73 


NCBI Description 


(U73175) carbamoyl phosphate synthetase small suDunir. 




[Arabidopsis thaliana] 


Seq. No. 


43625 


Seq. ID 


crn700o54ooy . nl 


Method 


BLASTX 


NCBI GI 


g4204308 


BLAST score 


210 


E value 


7.0e-20 


Match length 


70 


% identity 


70 


NCBI Description 


(AC003027) lcl prt seq No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


43626 


Seq. ID 


crh700854609.hl 


Method 


BLASTN 


NCBI GI 


gl8542 



6941 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 

1.0e-58 

191 
98 

Soybean Bg gene for basic 7S globulin 
43627 

crh700854789.hl 
BLAST N 
g256426 
237 

1.0e-131 

252 

99 

CG4 beta-conglycinin [soybeans, Forrest and Dare, Genomic, 
3840 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



43628 

crh700854796.hl 

BLASTN 

gl046277 

85 

3.0e-40 

211 

86 

Phaseolus vulgaris embryo-specific acidic transcriptional 
activator PvAlf mRNA, complete cds 

43629 

crh700854826.hl 

BLASTN 

g3452136 

183 

1.0e-98 

199 

99 

Glycine max mRNA for glucose-6-phosphate-dehydrogenase, 
partial 

43630 

crh700854857.hl 

BLASTX 

g3219937 

160 

2-0e-ll 

77 
45 

HYPOTHETICAL 35.1 KD PROTEIN C57A10.07 IN CHROMOSOME I 
>gi_2058374_emb_CAB08170_ (Z94864) hypothetical protein 
[Schizosaccharomyces pombe] 

43631 

crh700854873.hl 

BLASTX 

g738309 

166 

5.0e-12 



6942 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 
46 

nucler protein GRB1 [Homo sapiens] 
43632 

crh700854907.hl 
BLASTN 
g479059 
244 - 

l.Oe-135 

244 

100 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
43633 

crh700854981.hl 

BLASTX 

g4490330 

414 

5.0e-41 

82 
95 

{AL035656) splicing factor-like protein [Arabidopsis 
thaliana] 

43634 

crh700855058.hl 

BLASTN 

g2281586 

213 

1.0e-116 

229 

98 

Plasmid pAMS with hybrid amphotropic/Moloney murine 
leukemia virus, complete sequence 

43635 

crh700855193.hl 

BLASTN 

g256426 

104 

1.0e-51 

168 

91 

CG4 beta-conglycinin [soybeans, Forrest and Dare, Genomic, 
3840 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43636 

crh700855238.hl 

BLASTN 

gl69069 

55 

2.0e-22 

59 

98 

Pea Cu-Zn superoxide dismutase mRNA, complete cds 



6943 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43637 

crh700855248.hl 

BLASTN 

g3982595 

140 

5.0e-73 

240 
90 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



43638 

crh700855257.hl 

BLASTX 

g3152618 

203 

2.0e-16 

63 

63 

(AC004482) putative pectinesterase [Arabidopsis thaliana] 
>gi_3242724 (AC003040) putative pectinesterase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43639 

crh700855314.hl 

BLASTN 

g256426 

99 

1.0e-48 

153 

92 

CG4 beta-conglycinin [soybeans, Forrest and Dare, Genomic, 
3840 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43640 

crh700855340.hl 

BLASTN 

gl8542 

95 

2.0e-46 

171 

89 

Soybean Bg gene for basic 7S globulin 
43641 

crh700855428.hl 

BLASTX 

g4539293 

277 

6.0e-25 

75 

71 

(AL049480) putative membrane transporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



43642 

crh700855518.hl 
BLASTX 



6944 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3386600 
196 

1.0e-15 

41 

88 

(AC004665) putative glycoprotein [Arabidopsis thaliana] 
43643 

crh700855530.hl 

BLASTN 

g434060 

61 

3.0e-26 

103 

94 

Soybean DNA for basic 7S globulin, complete cds 
43644 

crh700855554.hl 

BLASTX 

g3128223 

151 

4.0e-10 

52 

48 

(AC004077) unknown protein [Arabidopsis thaliana] 
>gi_3337369 (AC004481) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43645 

crh700855615.hl 

BLASTN 

g3982595 

74 

5.0e-34 

110 

92 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



43646 

crh700855716.hl 

BLASTN 

gl8535 

82 

2.0e-38 

122 

93 

Soybean mRNA for^the alpha subunit of beta-conglycinin 
43647 

crh700855768.hl 

BLASTN 

g210811 

54 

7.0e-22 

116 

95 



6945 



NCBI Description Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43648 

crh700855863.hl 

BLASTX 

gl26078 

181 

9.0e-14 

55 

69 

LATE EMBRYOGENES I S ABUNDANT PROTEIN D-34 (LEA D-34) 

>gi_81554j?ir S04046 embryonic abundant protein gD-34 - 

upland cotton >gi_18501_emb_CAA31594_ (X13206) D-34 Lea 
protein [Gossypium hirsutum] >gi_JL67385 (M19389) storage 

protein [Gossypium hirsutum] >gi_226556_jprf 1601521F Lea 

D-34 gene [Saguinus oedipus] 

43649 

crh700856064.hl 

BLASTN 

g310569. 

83 

5.0e-39 

191 

89 

Glycine max seed maturation protein (GmPM3) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43650 

crh700856115.hl 

BLASTN 

g4115332 

53 

2.0e-21 

159 

29 

Pisum sativum (Alaska) ubiquitin 



(PUB1) gene, complete cds 



43651 

crh700856122.hl 

BLASTX 

g2673919 

162 

1.0e-ll 

81 

51 

(AC002561) putative protein kinase, 5' 
thaliana] 



partial [Arabidopsis 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



43652 

crh700856191.hl 

BLASTX 

g4558566 

196 

9.0e-24 

73 



6946 



% identity 

NCBI Description 



74 

(AC007138) putative raffinose synthase or seed imbibition 
protein [Arabidopsis thaliana] 



Seq. No. 43653 

Seq. ID crh700856201.hl 

Method BLASTN 



NCBI bl 


^ooci D£9 


rsLAoi score 




tu value 




Match length 


A Q 

4o 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clor 


M7\uon pnmni otp o lpnrp r AT^bidoDsis thalianal 


Seq. No. 


/I "3 C C A 
4 O004 


beq. lu 


crn / uuojDiU" . ii-l 


Method 


nLAb IN 


NCBI GI 


g4 / yuoy 


BLAST score 


y o 


E value 


2 . Oe-48 


Match length 


98 


% identity 


100 


NCBI Description 


b,ItlaX ^ISKeDy v) lLlr\LN/l IOI L-y Jb L exile tJiiuupcjj Lxuaoc 


Seq. No. 




Seq. ID 


crn /UUoODJoo.ni 


Method 


BLASTX 


NCBI GI 


g237023z 


BLAST score 


1 bl 


E value 


1 . Ue-lo 


Match length 


53 


% identity 


81 


NCBI Description 


(AJ001341) putative acyl-CoA oxidase [Hordeum vulgare] 


Seq. No. 


4jOOO 


Seq. ID 


crn fuUooo44U. nl 


Method 


T3T 7i C TTvf 

rSLtfio 1 JN 


NCBI GI 


g4 1 4 y / o 


BLAST score 


4 / 


E value 


i . ue i / 


Match length 


IOC 

loo 


% identity 


jj 


NCBI Description 


biyClnS max om Sm jl rLUei occU ma. LUiaL±un piuucxn 


(pGmPMlO) mRNA, complete cds 


Seq. No. 


43657 


Seq. ID 


crh700856442.hl 


Method 


BLASTN 


NCBI GI 


gl399563 


BLAST score 


63 


E value 


2.0e-27 


Match length 


123 


% identity 


89 


NCBI Description 


Hydrastis canadensis nuclear 26S ribosomal RNA gene, 




partial sequence 



6947 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43658 

crh700856474.hl 

BLASTN 

gl69903 

39 

8.0e-13 

123 

83 

soybean 7s seed storage protein alpha subunit mrna (c), 
from gmc-alpha 1 -alpha 21 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43659 

crh700856487.hl 

BLASTN 

g!70019 

52 

1.0e-20 

148 
90 

Soybean maturation protein 



(MAT1) gene, complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43660 

crh700856502.hl 

BLASTN 

gl8764 

172 

3.0e-92 

211 

96 

G.max tefSl gene for elongation factor EF-la 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43661 

crh700856534.hl 

BLASTN 

gl8764 

59 

7.0e-25 

167 

85 

G.max tefSl gene for elongation factor EF-la 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43662 

crh700856580.hl 

BLASTX 

gl730109 

190 

3.0e-15 

79 

65 

LEUCOANTHOCYANI DIN DI OXYGENASE (LDOX) 
HYDROXYLASE ) >gi_4 9902 2_emb_CAA5 3 5 8 0__ 
leucoanthocyanidin dioxygenase [Vitis 



(LEUCOANTHOCYANI DIN 

(X75966) 

vinif era] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



43663 

crh700856585.hl 

BLASTX 

gl26078 



6948 



# 



BLAST score 176 
E value 3.0e-13 
Match length 62 
% identity 65 

NCBI Description LATE EMBRYOGENES I S ABUNDANT PROTEIN D-34 (LEA D-34) 

>gi_81554_pir SO 4 04 6 embryonic abundant protein gD-34 - 

upland cotton >gi_18501_emb_CAA31594_ (X13206) D-34 Lea 
protein [Gossypium hirsutum] >gi_167385 (M19389) storage 

protein [Gossypium hirsutum] >gi_226556_prf 1601521F Lea 

D-34 gene [Saguinus oedipus] 



Seq. No. 




Seq. ID 


crh70085662 9 .hi 


Metnoa 




NCBI GI 


g2832659 


BLAST score 


158 


E value 


4.0e-ll 


Match length 


56 


% identity 


59 


NCBI Description 


(AL021710) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


43665 


Seq. ID 


crh700856695.hl 


Method 


BLASTX 


NCBI GI 


g4567286 


BLAST score 


169 


E value 


2.0e-12 


Match length 


71 


% identity 


54 


NCBI Description 


(AC006841) putative coatomer alpha subunit [Arabidopsis 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43666 

dj j700605926.h2 

BLASTN 

g476213 

128 

8.0e-66 
250 
94 

Glycine 
cds 



max Century 84 p24 oleosin isoform A gene, complete 



Seq. No. 43667 

Seq. ID dj j 700605969 . h2 

Method BLASTX 

NCBI GI g2832658 

BLAST score 270 

E value 4.0e-24 

Match length 61 

% identity 82 

NCBI Description (AL021710) putative protein [Arabidopsis thaliana] 

Seq. No. 43668 

Seq. ID djj700605971.h2 

Method BLASTX 

NCBI GI g3548808 



6949 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287 

4.0e-26 

72 

76 

(AC005313) unknown protein [Arabidopsis thaliana] 
43669 

djj700605972.h2 

BLASTN 

gl8676 

175 

7.0e-94 

267 

97 

Soybean lox-3 gene for seed lipoxygenase-3 gene (EC 
1.13.11.12) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43670 

dj j700605994.h2 

BLASTN 

gl8676 

180 

7.0e-97 

184 

99 

Soybean lox-3 gene for seed lipoxygenase-3 gene (EC 
1.13.11.12) 



Seq. No. 


43671 


Seq. ID 


djj700606004.h2 


Method 


BLASTN 


NCBI GI 


gl69972 


BLAST score 


268 


E value 


1.0e-149 


Match length 


272 


% identity 


100 


NCBI Description 


Soybean glycinin 


Seq. No. 


43672 


Seq. ID 


djj700606007.h2 


Method 


BLASTN 


NCBI GI 


g3097320 


BLAST score 


267 


E value 


1.0e-149 


Match length 


267 


% identity 


100 


NCBI Description 


Glycine max gene 


Seq. No. 


43673 


Seq. ID 


dj j700606027.h2 


Method 


BLASTN 


NCBI GI 


gl69972 


BLAST score 


268 


E value 


1.0e-149 


Match length 


268 


% identity 


100 


NCBI Description 


Soybean glycinin 



A-la-B-x subunit mRNA, complete cds 



for Bd 30K, complete cds 



A-la-B-x subunit mRNA/ complete cds 
6950 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43674 

djj700606044.h2 

BLASTN 

g2605509 

265 

1.0e-147 

265 
100 

Glycine max mRNA for alpha subunit of beta conglycinin, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43675 

dj j700606074.h2 

BLASTX 

g3617770 

226 

6.0e-19 

58 

78 

(Y14329) threonyl-tRNA synthetase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43676 

dj j700606080.h2 

BLASTN 

gl8634 

143 

9.0e-75 

250 
94 

Soybean Gyl gene for glycinin subunit GI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43677 

dkc700967913.hl 

BLASTX 

g3342552 

239 

2.0e-20 

81 
52 

(AF076979) putative strictosidine synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43678 

dkc700968009.hl 

BLASTN 

g349436 

32 

1.0e-08 

40 
95 

Carrot EP1 mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



43679 

dkc700968047.hl 

BLASTX 

g464630 



6951 



BLAST score 


® 

142 


E value 


3.0e-09 


Match length 


30 


% identity 


93 


NCBI Description 


60S RIBOSOMAL 



ribosomal protein L27 [Pisum sativum] 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43680 

dkc700968093.hl 

BLASTN 

g2225884 

101 

9.0e-50 

189 

88 

Solanum tuberosum mRNA for eukaryotic initiation factor 
5A5, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

-Match length 

% identity 

NCBI Description 



43681 

dpv701096922.hl 

BLASTX 

g4510401 

138 

9.0e-17 

60 

70 

(AC006587) putative general negative regulator of 
transcription [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43682 

dpv701096926.hl 

BLASTN 

g4567193 

44 

1.0e-15 

56 
95 

Arabidopsis thaliana chromosome II BAC T26C19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43683 

dpv701096945.hl 

BLASTX 

g807698 

288 

4.0e-26 

92 

58 

(D32206) prepro-cucumisin [Cucumis melo] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



43684 

dpv701096987.hl 

BLASTX 

g4559346 

153 

2.0e-10 
71 



6952 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(AC006585) early nodulin 16 [Arabidopsis thaliana] 
43685 

dpv701097014.hl 

BLASTX 

g3738302 

216 

4.0e-26 

83 

73 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 

43686 

dpv701097023.hl 

BLASTN 

g2342717 

39 

1.0e-12 

58 
93 

Arabidopsis thaliana chromosome II BAC T14G11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

43687 

dpv701097029.hl 

BLASTX 

g4455276 

160 

2.0e-ll 

52 
60 

(AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 

43688 

dpv701097044.hl 

BLASTX 

g3044212 

327 

1.0e-32 

82 
88 

{AF057043) acyl-CoA oxidase [Arabidopsis thaliana] 
43689 

dpv701097082.hl 

BLASTN 

gl808591 

98 

6.0e-48 

165 
90 

C.arietinum mRNA for SAM-synthetase 



6953 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43690 

dpv701097117.hl 

BLASTX 

g3928084 

281 

2.0e-25 

58 
83 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43691 

dpv701097150.hl 

BLASTX 

g3426048 

160 

3.0e-ll 

48 

67 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 

43692 

dpv701097169.hl 

BLASTX 

g2245020 

264 

2.0e-23 

68 

76 

(Z97341) growth regulator homolog [Arabidopsis thaliana] 
43693 

dpv701097203.hl 

BLASTX 

g3702343 

163 

4.0e-25 

86 
70 

(AC005397) putative homeotic gene regulator [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



43694 

dpv701097212.hl 

BLASTX 

g4204793 

99 

7-0e-ll 

69 
23 

(U52079) P-glycoprotein [Solanum tuberosum] 
43695 

dpv701097234.hl 

BLASTX 

g3292829 



6954 



BLAST score 


240 


E value 


1 . Ue-oo 


Match length 


o o 
oo 


% identity 


79 


NCBI Description 


(ALU.3IUI0) putative pronexn L^raDiuop&j-o una±xauaj 


Seq. No. 




Seq. ID 


apv/uiuy /zoi .ni 


Method 


BLASTX 


NCBI GI 


g4206196 


BLAST score 


123 


E value 


1.0e-15 


Match length 


^7 r- 

75 


% identity 


47 


NCBI Description 


(AFu/lb^/j nypot.ner.icai protein Li^raijiufjpsxis Lna-Lj-aiia. 


Seq. No. 


43697 


Seq. ID 


jvK^ini a otto's Vi i 

apv /uiuy/oUJ. ni 


Method 


BLASTN 


NCBI GI 


g497899 


BLAST score 


83 


E value 


5.0e-39 


Match length 


167 


% identity 


87 


NCBI Description 


Populus tricnocarpa * fopuius aeitoiaes icione 


sam. Pdx . Pt . 2) S-adenosyl methionine synthetase mRNA, 




complete cds 


Seq. No. 


43698 


Seq. ID 


dpv701097 317 . nl 


Method 


BLASTN 


NCBI GI 


g438898 


BLAST score 


101 


E value 


7.0e-50 


Match length 


120 


% identity 


97 


NCBI Description 


Soybean glutamine phosphoribosylpyrophosphate 




amidotransf erase mRNA f complete cds 


Seq. No. 


43699 


Seq. ID 


dpv7 0iuy / Jiy . ni 


Method 


BLASTX 


NCBI GI 


g396384 


BLAST score 


204 


E value 


2.0e-16 


Match length 


85 


% identity 


55 


NCBI Description 


(U00006) No aetinition line rouna [tjscnericnia <_u_lj-j 


Seq. No. 


43700 


Seq. ID 


dpv701097334 . nl 


Method 


TjT t, o rpv 

BLASTX 


NCBI GI 


g2262114 


BLAST score 


151 


E value 


4.0e-10 


Match length 


84 


% identity 


42 



6955 



NCBI Description (AC002343) cellulose synthase isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43701 

dpv701097350.hl 

BLASTX 

g3176965 

106 

4.0e-ll 

63 
67 

(AF067967) pyrroline-5~carboxylate synthetase 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43702 

dpv701097366.hl 

BLASTN 

g255407 

42 

7.0e-15 

78 
88 

repetitive proline-rich protein { cDNA clone 1A10-2} 
[Glycine max=soybeans, axes germinated for 31 hours, mRNA, 
943 nt] 



Seq. No. 


43703 


Seq. ID 


dpv701097374 .hi 


Method 


BLASTN 


NCBI GI 


g403326 


BLAST score 


43 


E value 


3.0e-15 


Match length 


127 


% identity 


83 


NCBI Description 


T.repens TrMTIA mRNA for metallothionein 


Seq. No. 


43704 


Seq. ID 


dpv701097375.hl 


Method 


BLASTN 


NCBI GI 


gll63180 


BLAST score 


33 


E value 


3.0e-09 


Match length 


115 


% identity 


88 


NCBI Description 


Glycine max arginine decarboxylase mRNA, 


Seq. No. 


43705 


Seq. ID 


dpv701097383.hl 


Method 


BLASTX 


NCBI GI 


g3779218 


BLAST score 


408 


E value 


3.0e-40 


Match length 


86 


% identity 


90 


NCBI Description 


(AF030879) protein kinase CPK1 [Solanum 


Seq. No. 


43706 


Seq. ID 


dpv701097405.hl 



6956 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

&eq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3367576 

138 

1.0e-08 

61 

54 

(AL031135) 



NAM / CUC2 -like protein [Arabidopsis thaliana] 



43707 

dpv701097409.hl 

BLASTN 

g4469002 

37 

1.0e-ll 

97 

85 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T29A15 



43708 

dpv701097416.hl 

BLASTX 

g2062169 

173 

8.0e-13 

52 

65 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 



43709 

dpv701097419.hl 

BLASTX 

g3114901 

143 

3.0e-09 

70 

47 

(AJ005804) pcbere [Populus balsamif era subsp. trichocarpa] 
>gi_3114905_emb_CAA06709_ (AJ005806) pceberh [Populus 
balsamif era subsp. trichocarpa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43710 

dpv701097472.hl 

BLASTN 

g872115 

37 

1.0e-ll 

97 
85 



NCBI Description G.max gmsti mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



43711 

dpv701097503.hl 

BLASTX 

g3258637 

187 



6957 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-14 

57 
58 

(AF041050) 4-coumarate:CoA ligase [Populus tremuloides] 
43712 

dpv701097595.hl 

BLASTN 

gl326160 

36 

5.0e-ll 

36 
100 

Phaseolus vulgaris dehydrin mRNA, complete cds 
43713 

dpv701097624.hl 

BLASTN 

g2529228 

69 

1.0e-30 

173 

86 

Glycine max mRNA for 6-phosphogluconate dehydrogenase, 
complete cds 

43714 

dpv701097644.hl 

BLASTX 

g3873408 

163 

1.0e-ll 

44 

68 

(L76926) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43715 

dpv701097654.hl 

BLASTX 

g4056416 

141 

5.0e-09 
63 
51 

(AC005322 
gb_D13782 
thaliana] 



Strong similarity to Dsorl protein kinase 
from Drosophila melanogaster . [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43716 

dpv701097689.hl 

BLASTX 

g3273202 

279 

2.0e-25 

67 

78 



6958 



NCBI Description (AB010918) responce reactor4 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43717 

dpv701097735.hl 

BLASTN 

g!66802 

34 

3.0e-10 

38 
97 

Arabidopsis thaliana phosphoprotein phosphatase-type 1 
catalytic site mRNA, complete cds 



Seq. No. 


43718 


oeq, id 


apv / u ±\jy i i q ± . nx 


Method 


BLASTX 


NCBI GI 


g4185136 


BLAST score 


158 


E value 


3.0e-ll 


Match length 


49 


% identity 


67 


NCBI Description 


(AC005724) putative tr 




[Arabidopsis thaliana] 


Seq. No. 


43719 


Seq. ID 


dpv701097750.hl 


Method 


BLASTN 


NCBI GI 


g20755 


BLAST score 


39 


E value 


5.0e-13 


Match length 


67 


% identity 


91 


NCBI Description 


P. sativum mRNA rab for 


Seq. No. 


43720 


Seq. ID 


dpv701097923.hl 


Method 


BLASTX 


NCBI GI 


gl710518 


BLAST score 


183 


E value 


6.0e-14 


Match length 


62 


% identity 


65 


NCBI Description 


60S RIBOSOMAL PROTEIN 



(X94243) 
laevis] 



ribosomal protein homologue to human L22 [Xenopus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43721 

dpv701097961.hl 

BLASTX 

g3075390 

238 

1.0e-20 

56 

80 

(AC004484) protein kinase ARSK1 [Arabidopsis thaliana] 



Seq. No. 



43722 



6959 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dpv701097963.hl 

BLASTN 

g456713 

242 

1.0e-134 

258 
25 

Glycine max gene for ubiquitin, complete cds 



43723 

dpv701098049.hl 

BLASTN 

gl066498 

118 

7.0e-60 

253 
87 

Medicago sativa {clone GG16- 
synthase gene, complete cds 



■1) NADH-dependent glutamate 



43724 

dpv701098073.hl 

BLASTN 

g3021337 

73 

5.0e-33 

168 

86 

Cicer arietinum mRNA for cytosolic 
fructose-1, 6-bisphosphate aldolase 

43725 

dpv701098106.hl 

BLASTN 

g2895197 

170 

6.0e-91 

170 

100 

Glycine max DNA polymerase delta (Pol delta) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



43726 

dpv701098210.hl 

BLASTX 

g2673905 

152 

3.0e-10 

38 

76 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
43727 

dpv701098286.hl 

BLASTX 

g4539525 

297 



6960 



E value 
Match length 
I identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-27 

82 

61 

(AJ012370) NAALADase II protein [Homo sapiens] 
43728 

dpv701098295.hl 

BLASTN 

g516853 

48 

2.0e-18 

68 

53 

Soybean SUBI-2 gene for ubiquitin, complete cds 
43729 

dpv701098312.hl 

BLASTN 

gl8764 

167 

4.0e-89 

207 

95 

G.max tefSl gene for elongation factor EF-la 
43730 

dpv701098331.hl 

BLASTX 

gl871196 

149 

6.0e-10 

47 

66 

(U904 39) GMP kinase isolog [Arabidopsis thaliana] 
>gi_2335091 (AC002339) putative GMP kinase [Arabidopsis 
thaliana] 

43731 

dpv701098424.hl 

BLASTX 

g3738325 

242 

7.0e-21 

71 

72 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 

43732 

dpv701098487.hl 

BLASTN 

gl70089 

166 

1.0e-88 

250 
92 

G.max vegetative storage protien mRNA (VSP27), complete cds 



6961 



43733 

dpv701098514.hl 
BLASTX 
g3913437 
460 

2.0e-46 
93 
97 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi__1402875_emb_CAA66825_ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi_14 95271_emb_CAA66613_ (X97970) 
RNA helicase [Arabidopsis thaliana] 

43734 

dpv701098522.hl 
BLASTX 
g2191194 
198 

1.0e-15 
87 
49 

(AF007271) contains weak to the SAPB protein (TR:E236624) 
[Arabidopsis thaliana] 

Seq. No. 43735 

Seq. ID dpv701098561.hl 

Method BLASTX 

NCBI GI g3367572 

BLAST score 197 

E value 2.0e-15 

Match length 87 

% identity 46 t 
NCBI Description (AL031135) putative protein [Arabidopsis thaliana] 

Seq. No. 43736 

Seq. ID dpv701098579.hl 

Method BLASTX 

NCBI GI gl871177 

BLAST score 174 

E value 8.0e-13 

Match length 48 

% identity 69 

NCBI Description (U90439) unknown protein [Arabidopsis thaliana] 

Seq. No. 43737 

Seq. ID dpv701098645.hl 

Method BLASTN 

NCBI GI g2494106 

BLAST score 47 

E value 1.0e-17 

Match length 90 

% identity 88 

NCBI Description Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

Seq. No. 43738 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6962 



dpv701098728.h2 
BLASTX 
g558925 
305 

3.0e-28 
88 
76 

(U15778) geranylgeranyl pyrophosphate synthase [Lupinus 
albus] 

Seq. No. 43739 

Seq. ID dpv701098825.hl 

Method BLASTX 

NCBI GI g2055228 

BLAST score 153 

E value 2.0e-16 

Match length 79 

% identity 37 

NCBI Description (AB000129) SRC1 [Glycine max] 
43740 

dpv701099003.hl 
BLASTX 
g4544409 
350 

2.0e-33 
92 
72 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43741 

dpv701099009.hl 

BLASTX 

g2914703 

231 

2.0e-19 

52 
85 

(AC003974) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43742 

dpv701099017.hl 

BLASTX 

gl871187 

156 

1.0e-ll 

60 

57 

(U90439) unknown protein [Arabidopsis thaliana] 



Seq. No. 43743 

Seq. ID dpv701099096.hl 

Method BLASTX 

NCBI GI g3450842 

BLAST score 365 

E value 3.0e-35 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
78 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 

43744 

dpv701099143.hl 

BLASTX 

g2618686 

191 

7.0e-15 

77 

47 

(AC002510) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43745 

dpv701099211.hl 

BLASTX 

g2384675 

191 

7.0e-15 

43 

86 

(AF012659) putative potassium transporter AtKT4p 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43746 

dpv701099248.hl 

BLASTX 

g2668492 

205 

2.0e-16 

77 

57 

(D89981) metal-transporting P- 
thaliana] 



type ATPase [Arabidopsis 



Seq. No. 43747 

Seq. ID dpv701099289.hl 

Method BLASTN 

NCBI GI g3860322 

BLAST score 92 

E value 2.0e-44 

Match length 204 

% identity 86 

NCBI Description Cicer arietinum mRNA for hypothetical protein, clone 
Can4 0-1 



Seq. No. 43748 

Seq. ID dpv701099314.hl 

Method BLASTN 

NCBI GI g2687432 

BLAST score 40 

E value 2.0e-13 

Match length 40 

% identity 100 t 

NCBI Description Plumbago auriculata large subunit 26S ribosomal RNA gene, 



6964 



partial sequence 

Seq. No. 43749 

Seq. ID dpv701099336.hl 

Method BLASTX 

NCBI GI g4106970 

BLAST score 140 

E value 7.0e~09 

Match length 86 

% identity 14 

NCBI Description (AF113948) resistance protein candidate RGC2B [Lactuca 
sativa] 




Seq. No. 43750 

Seq. ID dpv701099396.hl 

Method BLASTX 

NCBI GI g4204095 

BLAST score 214 

E value 9.0e-18 

Match length 62 

% identity 63 

NCBI Description (AF030260) CYP94A1 [Vicia sativa] 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 43753 

Seq. ID dpv701099447.hl 

Method BLASTX 

NCBI GI gl200256 

BLAST score 169 

E value 2„0e-12 

Match length 43 

% identity 77 

NCBI Description (X90990) stpkl protein kinase [Solanum tuberosum] 



43751 

dpv701099411.hl 
BLASTN 
g2264318 
98 

6.0e-48 
229 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUP24, complete sequence [Arabidopsis thaliana] 



43752 

dpv701099429.hl 

BLASTN 

g3668068 

46 

6.0e-17 

98 
87 

Lycopersicon esculentum Pto kinase interactor 1 (Ptil) 
mRNA, complete cds 



Seq. No. 43754 

Seq. ID dpv701099448.hl 



6965 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3176097 

73 

5.0e-33 

200 
85 

Medicago truncatula mRNA for annexin 
43755 

dpv701099488.hl 

BLASTX 

gll72584 

182 

8.0e-26 

86 

65 

POLYPHENOL OXIDASE PRECURSOR (PPO) {CATECHOL OXIDASE) 

>gi 1076478_pir S52984 catechol oxidase (EC 1.10.3.1) 

precursor - apple tree >gi_507280 (L29450) polyphenol 
oxidase [Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



43756 

dpv701099506.hl 

BLASTN 

gl70073 

201 

1.0e-109 

228 
97 

Soybean calmodulin (SCaM-3) 



mRNA, complete cds 



43757 

dpv701099567.hl 

BLASTX 

g3122673 

157 

4.0e-ll 

36 

8 3 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

43758 

dpv701099578.hl 

BLASTN 

gl69980 

180 

7.0e-97 

254 

95 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
43759 

dpv701099624.hl 

BLASTX 

g4415934 

163 



6966 



E value 
Match length 
% identity 
NCBI Description 



5.0e-18 

81 
64 

(AC006418) 
thaliana] 



putative auxin response factor 1 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43760 

dpv701099676.hl 

BLASTX 

g2529707 

141 

5.0e-09 

44 

61 

(AF001434) Hpast [Homo sapiens] 
43761 

dpv701099725.hl 

BLASTX 

g2262149 

226 

7.0e-19 

90 

50 

(AC002330) LUMINIDEPENDENS protein [Arabidopsis thaliana] 
43762 

dpv701099758.hl 

BLASTX 

gl669599 

213 

2.0e-17 

88 
48 

(D88746) AR791 [Arabidopsis thaliana] 
43763 

dpv701099762.hl 

BLASTX 

gl23656 

181 

8.0e-14 

50 

70 

CHLOROPLAST ENVELOPE MEMBRANE 70 KD HEAT SHOCK-RELATED 

PROTEIN >gi_285407_pir A42582 heat shock protein SCE70 - 

spinach >gi_21338_emb_CAA43711_ (X61491) 70 kDa heat shock 
protein [Spinacia oleracea] 

43764 

dpv701099772.hl 

BLASTX 

g3236253 

253 

4.0e-22 

89 

56 



6967 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



(AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 



43765 

dpv701099786.hl 

BLASTN 

g2852444 

66 

8.0e-29 

182 

84 

Salix bakko mRNA 



for SUI1 homolog, complete cds 



43766 

dpv701099788.hl 

BLASTX 

g4544431 

283 

1.0e-25 

60 

88 

(AC006955) hypothetical protein [Arabidopsis thaliana] 



43767 

dpv701099869.hl 

BLASTX 

g3717946 

151 

4.0e-10 

52 
62 

(AJ005901) vagi 



[Arabidopsis thaliana] 



43768 

dpv701099955.hl 

BLASTX 

g461736 

245 

1.0e-31 

95 

84 

MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR 

>gi_478786_pir S29316 chaperonin 60 - cucurbit 

>gi_1254 6_emb_CAA50218_ (X70868) chaperonin 60 [Cucurbita 
sp.] 

43769 

dpv701099977.hl 

BLASTX 

g4432855 

333 

2.0e-31 

92 

75 

(AC006300) unknown protein [Arabidopsis thaliana] 



Seq, No. 



43770 



6968 



Seq. ID dpv701099980.hl 

Method BLASTX 

NCBI GI g3075391 

BLAST score 279 

E value 4.0e-25 

Match length 65 

% identity 83 , , 

NCBI Description (AC004484) unknown protein [Arabidopsis tnalianaj 

Seq. No. 43771 

Seq. ID dpv701100005.h2 

Method BLASTX 

NCBI GI g3970652 

BLAST score 192 

E value 3.0e-21 

Match length 69 

% identity 78 „ , , 

NCBI Description (X77499) amino acid permease [Arabidopsis tnalianaj 

Seq. No. 43772 

Seq. ID dpv701100060.h2 

Method BLASTN 

NCBI GI g829118 

BLAST score 107 

E value 2.0e-53 

Match length 211 

% identity 88 

NCBI Description P. vulgaris gene for cyclophilin 



43773 

dpv701100071.h2 
BLASTN 
g288187 
204 

l.Oe-111 

252 
95 

V.unguiculata cysteine proteinase inhibitor mRNA 
43774 

dpv701100139.hl 
BLASTN 
gll84122 
143 

8.0e-75 
239 
90 

Vigna radiata clone MII-4 auxin-induced protein mRNA, 
partial cds 

Seq. No. 43775 

Seq. ID dpv701100218.hl 

Method BLASTX 

NCBI GI g3193319 

BLAST score 161 

E value 2.0e-ll 

Match length 83 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6969 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(AF069299) contains similarity to mouse brain protein E4 6 
(GB:X61506) [Arabidopsis thaliana] 

43776 

dpv701100228.hl 

BLASTX 

g4432824 

309 

1.0e-28 

74 

77 

(AC006593) putative membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 

43777 

dpv701100256.hl 

BLASTX 

gl710546 

156 

7.0e-ll 
54 
41 

60S RIBOSOMAL PROTEIN L36 >gi_1276967 
ribosomal protein [Daucus carota] 



(U47095) putative 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43778 

dpv701100278.hl 

BLASTX 

g4415913 

179 

1.0e-13 

60 
67 

(AC006282) unknown protein [Arabidopsis thaliana] 
43779 

dpv701100293.hl 

BLASTX 

g4467125 

324 

1.0e-30 

77 
77 

(AL035538) putative protein [Arabidopsis thaliana] 
43780 

dpv701100370.hl 

BLASTX 

g3540206 

159 

4.0e-ll 

51 
57 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



43781 



6970 



Seq. ID dpv701100375.hl 

Method BLASTX 

NCBI GI g542200 

BLAST score 205 

E value 2.0e-16 

Match length 70 

% identity 57 

NCBI Description hypothetical protein - garden asparagus 

>gi^452714_exnb_CAA54526_ (X77320) unknown [Asparagus 
officinalis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43782 

dpv701100415.hl 

BLASTX 

g346685 

290 

1.0e-26 

78 

64 

developmentally-regulated GTP-binding protein - mouse 
43783 

dpv701100417.hl 

BLASTX 

g4006900 

157 

8.0e-ll 

65 
49 

(Z99708) hypothetical protein [Arabidopsis thalxana] 



43784 

dpv701100507.hl 
BLASTX 
g3785971 
112 

3.0e-09 
45 
71 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
>gi_4262248_gb_AAD14541_ (AC006200) hypothetical protein 
[Arabidopsis thaliana] 

Seq. No. 43785 

Seq. ID dpv701100543.hl 

Method BLASTN 

NCBI GI gl70071 

BLAST score 202 

E value 1.0e-110 

Match length 262 

% identity 94 

NCBI Description Soybean calmodulin (SCaM-2) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 43786 

Seq. ID dpv701100555.hl 

Method BLASTN 

NCBI GI gl220521 



6971 



BLAST score 123 

E value 7.0e-63 

Match length 225 

% identity 99 

NCBI Description Glycine max TATA-box binding protein (STBP1) mRNA, complete 
cds 

Seq. No. 43787 

Seq. ID dpv701100617.hl 

Method BLASTN 

NCBI GI g218082 

BLAST score 108 

E value 7.0e-54 

Match length 274 

% identity 86 

NCBI Description Rice mRNA for initiation factor eIF-4D (225 gene), partial 
sequence 

Seq. No. 43788 

Seq. ID dpv701100724.hl 

Method BLASTX 

NCBI GI g3831441 

" BLAST score 170 

E value 3.0e-12 

Match length 63 

% identity 67 

NCBI Description (AC005819) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 43789 

Seq. ID dpv701100772.hl 

Method BLASTX 

NCBI GI g2914703 

BLAST score 17 9 

E value 2.0e-13 

Match length 88 

% identity 48 

NCBI Description (AC003974) unknown protein [Arabidopsis thaliana] 

Seq. No. 43790 

Seq. ID dpv701100811.hl 

Method BLASTX 

NCBI GI g3056595 

BLAST score 211 

E value 4.0e-17 

Match length 67 

% identity 55 

NCBI Description (AC004255) T1F9.16 [Arabidopsis thaliana] 

Seq. No. 43791 

Seq. ID dpv701100916.hl 

Method BLASTX 

NCBI GI gl514643 

BLAST score 212 

E value 3.0e-17 

Match length 4 9 

% identity 86 

NCBI Description (Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 



6972 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43792 

dpv701100925.hl 

BLASTX 

gl076348 

205 

2.0e-16 

92 
47 

myosin MYA1, class V - Arabidopsis thaliana 
>gi_433663_emb_CAA82234_ (Z28389) myosin ['Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43793 

dpv701100934.hl 

BLASTX 

g4206122 

156 

5.0e-ll 

32 
84 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43794 

dpv701100943.hl 

BLASTX 

g!31026 

225 

9.0e-19 

85 
49 

PATHOGENESIS -RELATED PROTEIN STH-2 >gi_4 7 9691_pir S35161 

STH-2 protein - potato >gi_l 69551 (M25155) pSTH-2 protein 
[Solanum tuberosum] >gi_169576 (M29041) STH-2 protein 
[Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43795 

dpv701100983.hl 

BLASTN 

gl66411 

130 

5.0e-67 

278 

87 

Medicago sativa NADH-glutamate synthase mRNA, 



comlete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43796 

dpv701100987.hl 

BLASTN 

g516853 

195 

1.0e-106 

283 
27 

Soybean SUBI-2 gene for ubiquitin, complete cds 



6973 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43797 

dpv701101016.hl 

BLASTX 

g3859659 

326 

1.0e-30 

70 
87 

(AL031394) putative potassium transporter AtKT5p (AtKT5) 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43798 

dpv701101038.hl 

BLASTX 

g2702284 

157 

7.0e-ll 

47 

68 

(AC003033) Argonaute (AGOl)-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43799 

dpv701101047.hl 

BLASTX 

g2832623 

188 

1.0e-14 

88 

48 

(AL021711) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 


43800 


Seq. ID 


dpv701101127.hl 


Method 


BLASTN 


NCBI GI 


gl69930 


BLAST score 


114 


E value 


9.0e-58 


Match length 


154 


% identity 


94 


NCBI Description 


Glycine max calcium < 


Seq. No. 


43801 


Seq. ID 


dpv701101148.hl 


Method 


BLASTN 


NCBI GI 


gl771478 


BLAST score 


35 


E value 


1.0e-10 


Match length 


47 


% identity 


94 


NCBI Description 


P. sativum hsp70 gene 


Seq. No. 


43802 


Seq. ID 


dpv701101149.hl 


Method 


BLASTN 


NCBI GI 


g508602 



6974 



BLAST score 


45 


E value 


1.0e-16 


Match length 


65 


% identity 


92 


NCBI Description 


Glycine max stearoyl-acyl carrier protein desaturase 




(SACPD) mRNA, complete cds 


Seq. No, 


43803 


Seq. ID 


dpv701101234.hl 


Method 


BLASTN 


NCBI GI 


g968986 


BLAST score 


146 


E value 


1.0e-76 


Match length 


206 


% identity 


100 


NCBI Description 


Glycine max ferritin gene, nuclear gene encoding 




chloroplast protein, complete cds 


Seq. No. 


43804 


Seq. ID 


dpv701101260.hl 


Method 


BLASTX 


NCBI GI 


g4309737 


BLAST score 


161 


E value 


1.0e-ll 


Match length 


43 


% identity 


72 


NCBI Description 


(AC006439) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


43805 


Seq. ID 


dpv701101269.hl 


Method 


BLASTN 


NCBI GI 


g3318610 


BLAST score 


69 


E value 


7.0e-31 


Match length 


111 


% identity 




NCBI Description 


Glycine max mRNA for mitochondrial phosphate transporter 




complete cds 


Seq. No. 


43806 


Seq. ID 


dpv701101284.hl 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


110 


E value 


3.0e-55 


Match length 


144 


% identity 


94 


NCBI Description 


G.max tefSl gene for elongation factor EF-la 


Seq. No. 


43807 


Seq. ID 


dpv701101328.hl 


Method 


BLASTN 


NCBI GI 


g!6508 


BLAST score 


45 


E value 


2.0e-16 


Match length 


89 


% identity 


88 



6975 



€> 



NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



A.thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871__gb_M55077_ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 

43808 

dpv701101370.hl 

BLASTN 

g3334662 

254 

1.0e-141 

254 
100 

G.max mRNA for putative cytochrome P450, clone CP4 
43809 

dpv701101372.hl 

BLASTX 

g4454019 

228 

3.0e-19 

79 

49 

(AL035396) SRGl-like protein [Arabidopsis thaliana] 
43810 

dpv701101394.hl 

BLASTX 

g2245136 

390 

3.0e-38 

86 

84 

(Z97344) trehalose- 6-phosphate synthase homolog 
[Arabidopsis thaliana] 

43811 

dpvT01101538.hl 

BLASTX 

g3152572 

252 

5.0e-22 

81 
53 

(AC002986) Contains homology to DNAJ heatshock protein 
gb_U32803 from Haemophilus influenzae. [Arabidopsis 
thaliana] 

43812 

dpv701101549.hl 

BLASTX 

g3080441 

193 

5.0e-15 

74 

62 

(AL022605) putative protein [Arabidopsis thalianal 



6976 



Seq. No. 43813 

Seq. ID dpv701101564.hl 

Method BLASTX 

NCBI GI g2632103 

BLAST score 351 

E value 1.0e-33 

Match length 8 9 

% identity 74 , , , 

NCBI Description (Z98759) arginyl-tRNA synthetase [Arabidopsis thaliana] 




Seq. No. 43814 

Seq. ID dpv701101675.hl 

Method BLASTX 

NCBI GI g2443887 

BLAST score 238 

E value 2 . Oe-20 

Match length 85 

% identity 59 

NCBI Description (AC002294) Similar to transcription factor 

gb_Z46606_1658307 and others [Arabidopsis thaliana] 

43815 

dpv701101691.hl 
BLASTX 
g4039155 
200 

7.0e-16 
72 
49 

(AF104258) putative copper-inducible 35.6 kDa protein 
[Festuca rubra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 43816 

Seq. ID dpv701101721.hl 

Method BLASTX 

NCBI GI gl514643 

BLAST score 141 

E value 3.0e-09 

Match length 44 

% identity 57 , 
NCBI Description (Z70524) PDR5-like ABC transporter [Spirodela polyrrnizaj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43817 

dpv701101736.hl 

BLASTX 

g2737894 

208 

4.0e-17 

54 

70 

(U59151) Cbf5p homolog [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



43818 

dpv7011Q1801.hl 

BLASTN 

g4193387 

84 



6977 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-39 

184 

86 

Hevea brasiliensis translationally controlled tumor protein 
{TCTP) mRNA, complete cds 

43819 

dpv701101811.hl 

BLASTX 

g2501195 

239 

2.0e-20 

82 

59 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (NSL-TP) 
(STEROL CARRIER PROTEIN 2) (SCP-2) (STEROL CARRIER PROTEIN 

X) (SCP-X) (SCPX) >gi_479569_pir S34744 sterol carrier 

protein - chicken >gi_304423 (L09231) sterol carrier 
protein- 2 [Gallus gallus] 

43820 

dpv701101846.hl 

BLASTX 

gll74626 

186 

2.0e-14 

73 

56 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

(P23) >gi_10724 63_pir A38959 IgE-dependent 

histamine-releasing factor homolog - potato 

>gi_58754 6_emb_CAA85519_ (Z37160) P23 protein [Solanum 

tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43821 

dpv701101868*hl 

BLASTX 

g3850587 

379 

6.0e-37 

83 

87 

(AC005278) Strong similarity to gi_2244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 

43822 

dpv701101873.hl 

BLASTX 

g2224 911 

161 

2.0e-ll 

66 

47 

(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 



6978 



# 



Seq. No. 43823 

Seq. ID dpv701101907.hl 

Method BLASTX 

NCBI GI g629692 

BLAST score 233 

E value 9.0e-20 

Match length 84 

% identity 56 

NCBI Description hypothetical protein - common tobacco 

>gi_5064 71_emb_CAA5 6189_ (X79794) unnamed protein product 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43824 

dpv701101920.hl 

BLASTX 

g3776029 

363 

2.0e-36 

87 

85 

(AJ010476) RNA helicase [Arabidopsis thaliana] 
43825 

dpv701102010.hl 

BLASTX 

g541954 

170 

2.0e-12 

38 

79 

ubiquitin extension protein - white lupine 
>gi_438111_emb_CAA80334_ (Z22613) ubiquitin extension 
protein [Lupinus albus] 

43826 

dpv701102133.hl 

BLASTN 

gl70042 

56 

6.0e-23 

118 

96 

Glycine max cv Prize protein kinase mRNA 
43827 

dpv701102158.hl 

BLASTN 

g2245073 

63 

5.0e-27 

107 
56 

Arabidopsis thaliana DNA chromosome 4, ESSA I contxg 
fragment No 



Seq. No. 43828 

Seq. ID dpv701102164.hl 



6979 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl762144 

153 

7.0e-ll 

59 

64 

(U48435) 



putative cytochrome P4 50 [Solanum chacoense] 



43829 

dpv701102184.hl 

BLASTX 

gl353157 

141 

6.0e-09 

51 

45 

HYPOTHETICAL 108.5 KD PROTEIN R06F6.2 IN CHROMOSOME II 
>gi_3878900_emb_CAA86774_ (Z46794) similar to vacuolar 
biogenesis protein (pep5); cDNA EST EMBL:D27 614 comes from 
this gene; cDNA EST EMBL:D34 97 4 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 43830 

Seq. ID dpv701102187.hl 

Method BLASTX 

NCBI GI g3395436 

BLAST score 148 

E value 8.0e-10 

Match length 40 

% identity 72 

NCBI Description (AC004683) unknown protein [Arabidopsis thaliana] 

Seq. No. 43831 

Seq. ID dpv701102219.hl 

Method BLASTN 

NCBI GI g2149954 

BLAST score 103 

E value 6.0e-51 

Match length 210 

% identity 92 

NCBI Description Phaseolus vulgaris putative aquaporin-1 (Mip-1) mRNA, 
complete cds 

Seq. No. 43832 

Seq. ID dpv701102287.hl 

Method BLASTX 

NCBI GI g4539295 

BLAST score 169 

E value 3.0e-12 

Match length 72 

% identity 47 

NCBI Description (AL049480) putative protein [Arabidopsis thaliana] 



Seq. No. 43833 

Seq. ID dpv701102289.hl 

Method BLASTX 

NCBI GI g3402754 



6980 



BLAST score 


163 


E value 


4.0e-13 


Match length 


67 


% identity 


59 


NCBI Description 


(AL031187) putative ) 


Seq. No. 


43834 


Seq. ID 


dpv701102365.hl 


Method 


BLASTX 


NCBI GI 


g3953466 


BLAST score 


304 


E value 


4.0e~28 


Match length 


88 


% identity 


64 


NCBI Description 


(AC002328) F20N2.11 


Seq. No. 


43835 


Seq. ID 


dpv701102369.hl 


Method 


BLASTX 


NCBI GI 


g4115373 


BLAST score 


235 


E value 


5.0e-20 


Match length 


84 


% identity 


63 


NCBI Description 


(AC005967) receptor- 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43836 

dpv701102430.hl 
BLAST N 
g2264306 
35 

2.0e-10 

71 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBK5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43837 

dpv701102435.hl 

BLASTN 

g3021337 

65 

3.0e-28 

176 

85 

Cicer arietinum mRNA for cytosolic 
fructose-1, 6-bisphosphate aldolase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43838 

dpv701102477.hl 

BLASTX 

g4185136 

211 

2.0e-36 

83 
67 



6981 



# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005724) putative trehalose-6-phosphate synthase 
[Arabidopsis thaliana] 

43839 

dpv701102509.hl 

BLASTN 

g2656031 

39 

6.0e-13 

59 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43840 

dpv701102520.hl 

BLASTX 

g3023443 

202 

2.0e-16 

49 

73 

CENTROMERE /MICROTUBULE BINDING PROTEIN CBF5 
(CENTROMERE-BINDING FACTOR 5) (NUCLEOLAR PROTEIN CBF5) 
>gi_2258455 (AF008563) centromere-binding factor 5 
[Kluyveromyces lactis] 

43841 

dpv701102577.hl 

BLASTX 

g2252839 

139 

6.0e-09 

52 
52 

(AF013293) Similar to receptor-like protein kinase precusor 
[Arabidopsis thaliana] 

43842 

dpv701102691.hl 

BLASTX 

g2660670 

195 

1.0e-15 

66 

64 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 

43843 

dpv701102718.hl 

BLASTN 

g3452139 

195 

1.0e-106 

263 

97 



6982 




NCBI Description Glycine max mRNA for resistance protein, partial 

Seq. No. 43844 

Seq. ID cipv701102722.hl 

Method BLASTN 

NCBI GI gl808591 

BLAST score 109 

E value 2.0e-54 

Match length 172 

% identity 91 

NCBI Description C.arietinum mRNA for SAM-synthetase 

Seq. No. 43845 

Seq. ID dpv701102816.hl 

Method BLASTN 

NCBI GI g505584 

BLAST score 104 

E value 2.0e-51 

Match length 236 

% identity 86 

NCBI Description G.max mRNA for Glyoxalase I 
43846 

dpv701102845.hl 
BLASTX 
g4490306 
315 

2.0e-29 
91 

(AL035678) putative protein [Arabidopsis thalxana] 
43847 

dpv701102851.hl 
BLASTX 
g2558938 
227 

4.0e-19 
93 
55 

(AF024625) arm repeat containing protein [Brassxca napusj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 43849 

Seq. ID dpv701102871.hl 

Method BLASTN 

NCBI GI g3168839 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43848 

dpv701102854.hl 

BLASTX 

g4204304 

279 

4.0e-25 

74 

70 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



6983 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 

4.0e-Q9 

81 
85 

Arabidopsis thaliana copper homeostasis factor (CCH) mRNA, 
complete cds 

43850 

dpv701102904.hl 

BLASTX 

g710626 

207 

1.0e-16 

53 
68 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004625) dehydration- induced protein ERD15 [Arabidopsis 

thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 

thaliana] 

43851 

dpv701102915.hl 

BLASTX 

g3420052 

249 

1.0e-21 

79 

58 

(AC004680) putative ubiqinone reductase [Arabidopsis 
thaliana] 

43852 

dpv701102977.hl 

BLASTX 

g2498731 

176 

4.0e-13 

45 

73 

PROBABLE NADP- DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi__886428_emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43853 

dpv701102985.hl 

BLASTX 

g2827555 

318 

9.0e-30 

84 

71 

(AL021635) Translation factor 
[Arabidopsis thaliana] 



EF-1 alpha - like protein 



Seq. No. 
Seq. ID 



43854 

dpv701103006.hl 



6984 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl871182 

275 

1.0e-24 

69 

75 

(U90439) 



phospholipase D isolog [Arabidopsis thaliana] 



43855 

dpv701103010.hl 
BLAST N 
gl70065 
210 

1.0e-115 

238 
13 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 

43856 

dpv701103080.hl 

BLASTX 

g3080420 

182 

8.0e-14 

86 

44 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43857 

dpv701103091.hl 

BLASTX 

g4539306 

304 

4.0e-28 

82 

20 

(AL049480) pumilio-like protein [Arabidopsis thaliana] 
43858 

dpv701103094.hl 

BLASTX 

g249993I 

150 

5.0e-10 

38 
71 

ADENINE PHOSPHORIBOSYLTRANS FERASE 2 (APRT) 

>gi_2129534_j?ir S71272 adenine phosphoribosyltransf erase 

(EC 2.4.2.7) - Arabidopsis thaliana 
>gi_1321681_emb_CAA65609_ (X968 66) adenine 
phosphoribosyltransf erase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



43859 

dpv701103144.hl 
BLASTN 



6985 







BLAST score 


57 


E value 


7.0e-24 


Match length 


97 


% identity 


90 


NCBI Description 


Glycine max thiol protease isoform 3 


Seq. No. 


43860 


Seq. ID 


dpv701103L56.hl 


Method 


BLASTX 


NCBI GI 


g4038030 






E value 


3.0e-16 


Match length 


80 


% identity 


49 


NCBI Description 


(AC005936) putative protein kinase, 




thaliana] 


Seq. No. 


43861 


Seq. ID 


dpv701103159.hl 


Method 


BLASTX 






BLAST score 


323 


E value 


3.0e-30 


Match length 


72 


% identity 


76 


NCBI Description 


(Z99954) cysteine proteinase precur 


Seq. No. 


43862 


Seq. ID 


dpv701103169.hl 


Method 


BLASTX 


NCBI GI 


gl857944 


rsiiiio 1 score 


1 ^0 


E value 


2.0e-15 


Match length 


70 


% identity 


60 


NCBI Description 


(U88666) serine kinase SRPK2 [Homo . 




>gi_4 50722 l_r ef _NP_0 03129. l_pSRPK2_ 


Seq. No. 


43863 


Seq. ID 


dpv701103236.hl 


Method 


BLASTN 




g j ozz 4 yz 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


44 


% identity 


95 


NCBI Description 


Treponema pallidum section 20 of 87 


Seq. No. 


43864 


Seq. ID 


dpv701103251.hl 


Method 


BLASTX 


NCBI GI 


g499301 


BLAST score 


173 


E value 


6.0e-13 


Match length 


50 


% identity 


66 



5 1 partial [Arabidopsis 



SFRS protein kinase 



6986 



NCBI Description 



(X77116) ABI1 [Arabidopsis thaliana] >gi_549981 (U12856) 
abscisic acid insensitive protein [Arabidopsis thaliana] 
>gi_4538 937_emb_CAB39673.1_ (AL049483) protein phosphatase 
ABI1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43865 

dpv701103335.hl 

BLASTN 

gl6-6421 

32 

7.0e-09 

44 

93 

Medicago sativa ubiquitin carrier protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43866 

dpv701103337.hl 

BLASTN 

g3892698 

37 

1.0e-ll 

53 
92 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F7K2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43867 

dpv701103464.hl 

BLASTN 

g21012 

53 

4.0e-21 

106 

93 

Phaseolus vulgaris mRNA (pR-2) 
(GS,EC 6.3.1*2) 



for glutamine synthetase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43868 

dpv701103496.hl 

BLASTN 

g21012 

121 

1.0e-61 

169 

93 

Phaseolus vulgaris mRNA (pR-2) 
(GS, EC 6.3.1.2) 



for glutamine synthetase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43869 

dpv701103553.hl 

BLASTX 

g323230 

142 

2.0e-09 

66 
45 



6987 



NCBI Description 


(M96687) polyprotein [Bovine viral diarrhea virus] 


Seq. No. 


43870 


Seq. ID 


dpv701103557.hl 


Method 


BLASTX 


fir 

Vi \_> Ij ± Ui 


y coo / i 


BLAST score 


107 


E value 


5.0e-12 


Match length 


76 


1 identity 


60 


NCBI Description 


(AB007893) KIAA0433 [Homo sapiens] 


Seq. No. 


43871 


Seq. ID 


dpv701103559.hl 


Method 


BLASTX 






BLAST score 


201 


E value 


4.0e-16 


Match length 


79 


% identity 


48 


NCBI Description 


(ACQ06528) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


43872 


Seq. ID 


dpv701103566.hl 


Method 


BLASTX 


Wool KjL 


y oi?oDl DO 


BLAST score 


206 


E value 


1.0e-16 


Match length 


77 


% identity 


64 


NCBI Description 


(AC004557) F17L21.11 [Arabidopsis thaliana] 


Seq. No. 


43873 


Seq. ID 


dpv701103639.hl 


Method 


BLASTX 


NCBI GI 


g3377507 


BLAST score 


210 


E value 


6.0e-33 


Match length 


84 


% identity 


89 


NfRT Pio <j r^iri r>1- -i r\n 
IN _L JJCoLIlpLlUU 






thaliana] >gi 3661620 (AF093241) putative auxin efflux 




carrier AGR [Arabidopsis thaliana] >gi_374 688 6 {AF087 4 




polar-auxin-transport efflux component AGRAVITROPIC 1 




[Arabidopsis thaliana] >gi_4206709 (AF086906) root 




gravitropism control protein [Arabidopsis thaliana] 


Seq. No. 


43874 


Seq. ID 


eep700863717.hl 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


407 


E value 


3.0e-40 


Match length 


80 


% identity 


93 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 



6988 



Seq. No. 43875 

Seq. ID eep700863814.hl 

Method BLASTX 

NCBI GI g2444174 

BLAST score 370 

E value 7.0e-36 

Match length 78 

% identity 91 

NCBI Description (U94781) unconventional myosin [Helianthus annuus] 

Seq. No. 43876 

Seq. ID eep700863838.hl 

Method BLASTX 

NCBI GI g3885342 

BLAST score 362 

E value 6.0e-35 

Match length 84 

% identity 88 

NCBI Description (AC005623) putative DNA polymerase [Arabidopsis thaliana] 

Seq. No. 43877 

Seq. ID eep700863907.hl 

Method BLASTX 

NCBI GI g2760327 

BLAST score 154 

E value 1.0e-10 

Match length 74 

% identity 39 

NCBI Description (AC002130) F1N21.12 [Arabidopsis thaliana] 

Seq. No. 43878 

Seq. ID eep700863940.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 290 

E value 1.0e-26 

Match length 70 

% identity 74 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 43879 

Seq. ID eep700863948.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 283 

E value 9.0e-26 

Match length 76 

% identity 74 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 43880 

Seq. ID eep700864006.hl 

Method BLASTX 

NCBI GI gl223926 

BLAST score 301 

E value 8.0e-28 

Match length 63 



6989 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



89 

(U49741) Vigna radiata carboxypeptidase II mRNA, partial 
cds [Vigna radiata] 

43881 

eep700864077.hl 

BLASTX 

g2388580 

155 

1.0e-10 

65 

52 

(AC000098) Similar to Sequence 10 from patent 5477002 
(gb_1253956) . [Arabidopsis thaliana] 

43882 

eep700864121.hl 

BLASTX 

g3023432 

219 

3.0e-18 

64 

67 

CAFFEOYL-COA O-METH YLTRANS FERASE ( TRANS -CAFFEOYL-COA 
3-O-METRYLTRANS FERASE ) ( CCOAMT ) ( CCOAOMT ) 
>gi_1785477_dbj_BAA19102_ (AB000408) caffeoyl-CoA 
3-O-methyltransf erase [Populus kitakamiensis] 

43883 

eep700864136.hl 

BLASTX 

g2266947 

306 

2.0e~28 

78 

73 

(AF008939) phosphoenolpyruvate carboxylase 1 [Gossypium 
hirsutum] 

43884 

eep700864158.hl 

BLASTX 

g4097880 

437 

1.0e-43 

86 

98 

(U70866) polyprotein [Bean pod mottle virus] 
43885 

eep700864196.hl 

BLASTX 

gl38364 

198 

7.0e-16 

62 

66 



6990 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

43886 

eep700864209.hl 

BLASTX 

g!38364 

348 

3.0e-33 

88 
80 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


43887 


Seq. ID 


eep700864284.hl 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


215 


E value 


1.0e-17 


Match length 


45 


% identity 


91 


NCBI Description 


(U70866) polyprotein [Bean 


Seq. No. 


43888 


Seq. ID 


eep700864308.hl 


Method 


BLASTX 


NCBI GI 


g416884 


BLAST score 


192 


E value 


5.0e-15 


Match length 


75 


% identity 


48 


NCBI Description 


GLUTAMATE DECARBOXYLASE, 67 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



KD ISOFORM (GAD- 67) (67 KD 

GLUTAMIC ACID DECARBOXYLASE) >gi_4824 63_pir A4 6758 

glutamate decarboxylase (EC 4.1.1.15) 1 - cat >gi_163859 
(M18629) glutamic acid decarboxylase [Felis catus] 

43889 

eep700864345.hl 

BLASTX 

gl38364 

150 

4.0e-10 

35 
86 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

43890 

eep700864439.hl 
BLASTX 



6991 



(I 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



gl38364 
116 

2.0e-12 

71 

66 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >giJ75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

43891 

eep700864477.hl 

BLASTX 

g3158474 

142 

3.0e-09 

49 

59 

(AF067184) aquaporin 1 [Samanea saman] 
43892 

eep700864509.hl 

BLASTX 

g3150410 

211 

3.0e-17 

87 

56 

(AC004165) unknown protein [Arabidopsis thaliana] 
43893 

eep700864560.hl 

BLASTX 

gl279222 

278 

4.0e-25 

85 
7 

(X97455) specific tissue protein 2 [Cicer arietinum] 
43894 

eep700864721.hl 

BLASTX 

gl38365 

134 

6.0e-19 

78 
67 

GENOME POLYPROTEIN M [CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23] >gi_75638_pir GNWEC genome polyprotein M - 

cowpea aphid-borne mosaic virus >gi_58911_emb_CAA25314_ 
{X0Q129) precursor polypeptide [Cowpea mosaic virus] 

43895 

eep700864749.hl 

BLASTX 

g229708 



6992 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



244 

4.0e-21 

78 
68 

Bean pod mottle virus 
43896 

eep700864781.hl 

BLASTX 

gl38364 

155 

2.0e~13 

59 

66 

GENOME POLYPROTEIN M {CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

43897 

eep700864784.hl 

BLASTX 

gl38364 

139 

1.0e-17 

61 

84 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



43898 

eep700864815.hl 

BLASTX 

gl723182 

257 

1.0e-23 

71 
80 

SUGAR CARRIER PROTEIN A >gi_ 
protein [Ricinus communis] 



169736 (L08197) sugar carrier 



43899 

eep700864876.hl 

BLASTX 

gl346520 

414 

5.0e-41 

81 
95 

S - ADENOS YLME T H I ON I NE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) 

>gi_790978_emb_CAA56590_ (X80362) S-adenosyl-L-methionine 
synthetase [Brassica juncea] 



Seq. No. 



43900 



6993 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



eep700864890.hl 

BLASTX 

g4097880 

403 

9.0e-40 

81 
96 

(U70866) polyprotein [Bean pod mottle virus] 
43901 

eep700864933.hl 

BLASTX 

g2623248 

322 

8.0e~33 

81 

83 

(AF030882) SU1 isoamylase [Zea mays] 
43902 

eep700865035.hl 

BLASTX 

gl209756 

361 

8.0e-35 

76 

88 

(U43629) integral membrane protein [Beta vulgaris] 
43903 

eep700865072.hl 

BLASTX 

gl38364 

373 

3.0e-36 

87 

78 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus {strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

43904 

eep700865090.hl 

BLASTX 

g2194142 

156 

5.0e-22 

68 

78 

(AC002062) ESTs gb_N38288, gb_T4348 6, gb_AA395242 come from 
this gene. [Arabidopsis thaliana] 

43905 

eep700865106.hl 

BLASTX 

g3738295 



6994 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



246 

2.0e-21 

71 

70 

(AC005309) unknown protein [Arabidopsis thaliana] 
43906 

eep700865143.hl 

BLASTX 

g2635195 

164 

8.0e-12 

53 
55 

(Z99117) similar to hypothetical proteins [Bacillus 
subtilis] >gi_2635213_emb_CAB14708_ (Z99118) similar 
hypothetical proteins [Bacillus subtilis] 



to 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43907 

eep700865146.hl 

BLASTX 

gl743354 

213 

1.0e-17 

52 
75 

(Y09876) aldehyde dehydrogenase 



(NAD+) [Nicotiana tabacum] 



43908 

eep700865177.hl 

BLASTX 

g2959781 

297 

2.0e-27 

71 

77 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
43909 

eep700865210.hl 

BLASTX 

g4185511 

322 

4.0e-30 

70 

87 

(AE102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43910 

eep700865217.hl 

BLASTX 

gl076485 

361 

1.0e-34 

70 

97 



6995 



# 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



SAM- synthetase - chickpea (fragment) 

>gi_732576_emb_CAA59508_ (X85252) SAM-synthetase [Cicer 
arietinum] 



43911 

eep700865243.hl 

BLASTX 

g2760327 

178 

2.0e-13 

68 

29 

(AC002130) F1N21.12 



[Arabidopsis thaliana] 



43912 

eep700865248.hl 

BLASTX 

g229708 

489 

1.0e-4 9 

96 
96 



NCBI Description Bean pod mottle virus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43913 

eep700865283.hl 

BLASTX 

g!36098 

260 

7.0e-23 

71 

77 

TROPOMYOSIN, MUSCLE >gi_161677 (J04669) 
[Trichostrongylus colubrif ormis] 



tropomyosin 



Seq. No. 
Seq. ID 



43914 

eep700865304.hl 

BLASTX 

g4314391 

328 

7.0e-31 

88 
68 

(AC006232) unknown protein [Arabidopsis thaliana] 
43915 

eep700865337.hl 

BLASTX 

g229708 

201 

3.0e-16 

45 

73 

Bean pod mottle virus 
43916 

eep700865340.hl 



6996 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4097880 

332 

2.0e-33 

86 

85 

(U70866) 



polyprotein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43917 

eep700865350.hl 

BLASTX 

gl38364 

204 

2.0e-16 

75 
66 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639jpir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

43918 

eep700865362.hl 

BLASTX 

gl38364 

192 

6.0e-15 

85 

56 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >giJ75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


43919 


Seq. ID 


eep700865377.hl 


Method 


BLASTX 


NCBI GI 


g3953463 


BLAST score 


144 


E value 


2.0e-16 


Match length 


57 


% identity 


68 


NCBI Description 


(AC002328) F20N2. 


Seq. No. 


43920 


Seq. ID 


eep700865446.hl 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


302 


E value 


6.0e-33 


Match length 


84 


% identity 


89 


NCBI Description 


(U70866) polyprot 


Seq. No. 


43921 


Seq. ID 


eep700865489.hl 


Method 


BLASTX 



8 [Arabidopsis thaliana] 



6997 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!38364 
204 

1.0e-16 

62 

39 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 43922 

Seq. ID eep700865515.hl 

Method BLASTX 

NCBI GI g2105487 

BLAST score 177 

E value 2.0e-13 

Match length 39 

% identity 69 

NCBI Description (AF003739) partial CDS [Caenorhabditis elegans] 

Seq. No. 43923 

Seq. ID eep700a65531.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 345 

E value 5.0e-33 

Match length 75 

% identity 85 

NCBI Description (Q70866) polyprotein [Bean pod mottle virus] 

Seq. No. 43924 

Seq. ID eep700865542.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 257 

E value 5.0e-23 

Match length 74 

% identity 67 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 43925 

Seq. ID eep700865556.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 272 

E value 2.0e-24 

Match length 75 

% identity 69 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



43926 

eep700865578.hl 

BLASTX 

gl38364 

162 

2.0e-23 
76 



6998 




% identity 84 

NCBI Description GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome poiyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


43927 


Seq. ID 


eep700865582.hl 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


148 


E value 


6.0e-10 


Match length 


32 


% identity 


yi 


NCBI Description 


(U70866) poiyprotein [Bean 


Seq. No. 


43928 


Seq. ID 


eep700865583.hl 


Method 


BLASTX 


NCBI GI 


g3192042 


BLAST score 


239 


E value 


1.0e-20 


Match length 


75 


% identity 


57 


NCBI Description 


(AL023796) phosphoglucomut; 


Seq. No. 


43929 


Seq. ID 


eep700865620.hl 


Method 


BLASTX 


NCBI GI 


g3367568 


BLAST score 


306 


E value 


3.0e-28 


Match length 


86 


% identity 


66 


NCBI Description 


(AL031135) protein kinase ■ 



thaliana] 



Seq. No. 


43930 


Seq. ID 


eep700865690.hl 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


419 


E value 


1.0e-41 


Match length 


84 


% identity 


95 


NCBI Description 


(U70866) poiyprotein 


Seq. No. 


43931 


Seq. ID 


eep700865730.hl 


Method 


BLASTX 


NCBI GI 


g4103959 


BLAST score 


301 


E value 


9.0e-28 


Match length 


59 


% identity 


50 


NCBI Description 


(AF030033) calmodulin 



6999 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43932 

eep700865756.hl 

BLASTX 

g4097880 

347 

3.0e-33 

83 

82 

(U70866) polyprotein 



[Bean pod mottle virus] 



43933 

eep700865764.hl 

BLASTX 

g4415933 

226 

6.0e-19 

84 

54 

(AC006418) putative cellular apoptosis susceptibility 
protein [Arabidopsis thaliana] 

>gi_4559390_gb_AAD23050.1_AC006526_JL5 (AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



43934 

eep700865774.hl 

BLASTX 

g229708 

236 

2.0e-20 

45 

98 

Bean pod mottle virus 
43935 

eep700865806.hl 

BLASTX 

g229708 

368 

9.0e-36 

75 

91 

Bean pod mottle virus 



43936 

eep700865886. hi 

BLASTX 

g2117700 

286 

4.0e-26 

61 

90 

transketolase (EC 



2.2.1.1) precursor - potato (fragment) 



43937 

eep700865924.hl 
BLASTX 



7000 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl38364 
444 

1.0e-44 

81 
98 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43938 

eep700865960.hl 

BLASTX 

g3298539 

207 

8.0e-17 

80 
55 

(AC004681) NPKl-related protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



43939 

eep700865961.hl 

BLASTX 

g4097880 

383 

2.0e-37 

80 

93 

(U70866) polyprotein [Bean pod mottle virus] 
43940 

eep700866038.hl 

BLASTX 

g2384669 

381 

3.0e-37 

82 
84 

(AF012656) putative potassium transporter AtKTlp 
[Arabidopsis thaliana] 



43941 

eep700866067.hl 

BLASTX 

g2317900 

381 

3.0e-37 

74 

95 

(U89693) Sali3-2 



[Glycine max] 



43942 

eep700866068.hl 

BLASTX 

gl38364 

321 



7001 



E value 
Match length 
% identity 
NCBI Description 



3.0e-30 

79 

84 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 43943 

Seq. ID eep700866124.hl 

Method BLASTX 

NCBI GI g3935138 

BLAST score 20' 8 

E value 7.0e-17 

Match length 72 

% identity 57 

NCBI Description (AC005106) T25N20.2 [Arabidopsis thaliana] 
43944 

eep700866138.hl 
BLASTX 
g3913008 
273 

2.0e-27 
74 
93 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinura] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 43945 

Seq. ID eep700866148.hl 

Method BLASTX 

NCBI GI g4580393 

BLAST score 178 

E value 2.0e-13 

Match length 66 

% identity 53 _ t . 

NCBI Description (AC007171) hypothetical protein [Arabidopsis thaliana] 

43946 

eep700866154.hl 
BLASTX 
gl38364 
256 

1.0e-22 
74 
72 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 43947 

Seq. ID eep700866217 .hi 

Method BLASTX 

NCBI GI g3334162 



7002 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



106 

7.0e-09 

51 

61 

DOWN SYNDROME CRITICAL REGION PROTEIN A 

>gi_2588993_dbj_BAA23270_ (AB001990) Dcra [Mus musculus] 
43948 

eep700866220.hl 

BLASTX 

g2501296 

260 

6.0e-23 

88 
55 

DNA GYRASE SUBUNIT B >gi_1652801_dbj_BAA17720_ (D90908) DNA 
gyrase B subunit [Synechocystis sp.] 



Seq. No. 


A Q Q A Q 


Seq. ID 


eep / UUoDoJoo.ril 


Method 


BLASTX 


NCBI GI 


g4 u y / oo u 


BLAST score 


388 


E value 


4.0e-38 


Match length 


83 


% identity 


93 


NCBI Description 


(U/Uobb) poxyprorem [Dean poo. iuoT-n-Le viiudj 


Seq. No. 


/ one a 


Seq. ID 


eep7 008663 Id . hi 


Method 


BLASTX 


NCBI GI 




BLAST score 




E value 




Match length 


82 


% identity 


74 


NCBI Description 


(AC002339) putative isulinase [Arabidopsis thaliana 


Seq. No. 


43951 


Seq. ID 


eep700866402.hl 


Method 


BLASTX 


NCBI GI 


g2398525 


BLAST score 


177 


E value 


3.0e-13 


Match length 


53 


% identity 


62 


NCBI Description 


(Y13722) Transcription factor [Arabidopsis thaliana 


Seq. No. 


43952 


Seq. ID 


eep700866411.hl 


Method 


BLASTX 


NCBI GI 


g729442 


BLAST score 


211 


E value 


2.0e-17 


Match length 


62 


% identity 


43 


NCBI Description 


PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR 



7003 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_166380 (M80235) glucose-regulated endoplasmic reticular 
protein precursor [Medicago sativa] 

43953 

eep700866441.hl 

BLASTX 

gll76081 

168 

3.0e-12 

80 

42 

HYPOTHETICAL PROTEIN HI0671 >gi_1074478_pir F64156 

hypothetical protein HI0671 - Haemophilus influenzae 
(strain Rd KW20) >gi_1573672 (U32750) conserved 
hypothetical protein [Haemophilus influenzae Rd] 

43954 

eep700866457.hl 

BLASTX 

g4097880 

291 

2.0e-32 

76 

91 

(U70866) polyprotein [Bean pod mottle virus] 
43955 

eep700866461.hl 

BLASTX 

gl38364 

273 

2.0e-34 

81 

100 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

43956 

eep700866480.hl 

BLASTX 

g3395431 

289 

2.0e-26 

80 

66 

(AC004683) unknown protein [Arabidopsis thaliana] 
43957 

eep700866484.hl 

BLASTX 

g505100 

158 

4.0e-ll 

61 . 
56 



7004 



o 



NCBI Description (D31886) KIAA0066 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43958 

eep700866514.hl 

BLASTX 

gl38364 

160 

3.0e-15 

62 

73 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37;_COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

43959 

eep700866518.hl 

BLASTX 

g4371296 

225 

4.0e-19 

64 
72 

(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43960 

eep700866539.hl 

BLASTX 

gl38364 

250 

9.0e-22 

83 

66 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43961 

eep700866542.hl 

BLASTX 

g4097880 

207 

6.0e-17 

62 
65 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43962 

eep700866546.hl 

BLASTX 

gl38364 

250 

1.0e-24 

76 
82 



7005 



II • 

NCBI Description GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

Seq. No. 43963 

Seq. ID eep700866612.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 161 

E value 2.0e-ll 

Match length 48 

% identity 71 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 43964 

Seq. ID eep700866623.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 318 

E value 8.0e-30 

Match length 79 

% identity 84 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 43965 

Seq. ID eep700866627.hl 

Method BLASTX 

NCBI GI g2980774 

BLAST score 182 

E value 8.0e-14 

Match length 46 

% identity 76 

NCBI Description (AL022198) leucyl aminopeptidase - like protein 
[Arabidopsis thaliana] 

Seq. No. 43966 

Seq. ID eep700866632.hl 

Method BLASTX 

NCBI GI g2194126 

BLAST score 196 

E value 2.0e-15 

Match length 73 

% identity 48 

NCBI Description (AC002062) EST gb_T43335 comes from this gene. [Arabidopsis 
thaliana] 

Seq. No. 43967 

Seq. ID eep700866704.hl 

Method BLASTX 

NCBI GI g!38364 

BLAST score 331 

E value 3.0e-31 

Match length 88 

% identity 80 

NCBI Description GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 



7006 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

43968 

eep700866793.hl 

BLASTX 

g4115905 

210 

4.0e~17 

78 

89 

(AF072131) secondary xylem cellulose synthase [Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43969 

eep700866804.hl 

BLASTX 

g3176662 

276 

8.0e-25 

68 
74 

(AC004393) Similar to mannosyl-oligosaccharide glucosidase 
gb_X87237 from Homo sapiens. [Arabidopsis thaliana] 

43970 

eep700866811.hl 

BLASTX 

g2829923 

383 

2.0e-37 

86 

33 

(AC002291) Similar to uridylyl transferases [Arabidopsis 
thaliana] 

43971 

eep700866832.hl 

BLASTX 

gl888357 

180 

1.0e-13 

68 
49 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

43972 

eep700866838.hl 

BLASTX 

g3292829 

277 

4.0e-25 

58 

88 

(AL031018) putative protein [Arabidopsis thaliana] 



7007 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43973 

eep700866857.hl 

BLASTX 

g2244913 

217 

6.0e-18 

84 
56 

(Z97339) similar to SEN1 protein - yeast 
thai i ana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43974 

eep700866859.hl 

BLASTX 

g3142289 

149 

6.0e-10 

62 
52 

(AC002411) Strong similarity to foeta-keto-Coa synthase 
gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43975 

eep700866876.hl 

BLASTX 

gl38364 

269 

5.0e-24 

81 

70 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


43976 


Seq. ID 


eep700866905.hl 


Method 


BLASTX 


NCBI GI 


g229708 


BLAST score 


241 


E value 


8.0e-21 


Match length 


53 


% identity 


92 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


43977 


Seq. ID 


eep700866915.hl 


Method 


BLASTX 


NCBI GI 


g3850588 


BLAST score 


229 


E value 


2.0e-19 


Match length 


75 


% identity 


57 


NCBI Description 


(AC005278) Contains s 



protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 



7008 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



from this gene. [Arabidopsis thaliana] 
43978 

eep700866966.hl 

BLASTX 

g2624383 

403 

9.0e-40 

80 

96 

(Y09447) cinnamate 4-hydroxylase [Phaseolus vulgaris] 
43979 

eep700867030.hl 

BLASTX 

g2980794 

200 

6.0e-16 

47 

79 

(AL022197) myb - like protein [Arabidopsis thaliana] 
43980 

eep700867066.hl 

BLASTX 

g4538911 

370 

6.0e-36 

82 
83 

(AL04 9482) hypothetical protein [Arabidopsis thaliana] 
43981 

eep700867067.hl 

BLASTX 

g3367534 

395 

7.0e-39 

79 
30 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 

43982 

eep700867082.hl 

BLASTX 

gl38364 

311 

5.0e-29 

78 
81 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75 639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



7009 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43983 

eep700867143.hl 

BLASTX 

g2288985 

159 

4.0e-ll 

75 

44 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
43984 

eep700867158.hl 

BLASTX 

gl38364 

441 

3.0e-44 

88 

99 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639__pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43985 

eep700867423.hl 

BLASTX 

g4097880 

291 

1.0e-26 

57 

100 

(U70866) polyprotein [Bean pod mottle virus] 
43986 

eep700867485.hl 

BLASTX 

g4097880 

326 

9.0e-31 

79 
85 

(U70866) polyprotein [Bean pod mottle virus] 
43987 

eep700867504.hl 

BLASTX 

g3805849 

225 

6.0e-19 

63 

68 

(AL031986) cytoplasmatic aconitate hydratase (citrate 
hydro-lyase) (aconitase) (EC 4.2.1.3) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



43988 

eep700867510.hl 
BLASTX 



7010 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4097880 
453 

2.0e-45 

91 

96 

(U70866) polyprotein [Bean pod mottle virus] 
43989 

eep700867516.hl 

BLASTX 

gl38364 

313 

4.0e-29 

88 

98 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_j>ir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

43990 

eep700867557.hl 

BLASTX 

gl38364 

232 

1.0e-19 

78 
62 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639j?ir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

43991 

eep700867562.hl 

BLASTX 

gl38364 

199 

6.0e-28 

87 

79 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43992 

eep700867572.hl 

BLASTX 

gl38364 

254 

1.0e-22 

77 
81 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 



7011 



© 



(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43993 

eep700867582.hl 

BLASTX 

g4097880 

320 

3.0e-30 

73 

86 

(U70866) polyprotein [Bean pod mottle virus] 



43994 

eep700867612.hl 

BLASTX 

g3158476 

292 

9.0e-27 

69 

84 

(AF067185) aquaporin 2 



[Samanea saman] 



43995 

eep700867665.hl 

BLASTX 

g4580517 

140 

6.0e-09 

71 

48 

(AF036302 ) scarecrow-like 



5 [Arabidopsis thaliana] 



43996 

eep700867711.hl 

BLASTX 

g4558550 

355 

3.0e-34 

79 

84 

(AC007138) putative protein transport factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



43997 

eep700867817.hl 

BLASTX 

g4262179 

220 

3.0e-18 

92 
21 

(AC005508) 27668 [Arabidopsis thaliana] 
43998 

eep700867835.hl 

BLASTX 

g4097880 



7012 



BLAST score 459 

E value 3.0e-4 6 

Match length 89 

% identity 98 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 43999 

Seq. ID eep700867863.hl 

Method BLASTX 

NCBI GI g4204276 

BLAST score 227 

E value 5.0e-19 

Match length 74 

% identity 57 

NCBI Description (AC004146) Hypothetical protein [Arabidopsis thaliana] 

Seq* No. 44000 

Seq. ID eep700867867.hl 

Method BLASTX 

NCBI GI g2598575 

BLAST score 159 

E value 4.0e-ll 

Match length 53 

% identity 55 

NCBI Description (Y15293) MtN21 [Medicago truncatula] 

Seq. No. 44001 

Seq. ID eep700867875.hl 

Method BLASTX 

NCBI GI gl076914 

BLAST score 198 

E value 6.0e-16 

Match length 71 

% identity 55 

NCBI Description protein phosphatase 2C - fission yeast (Schizosaccharomyces 
pombe) >gi_609658 (L34882) protein phosphatase 2C (ptc3+) 
[Schizosaccharomyces pombe] 

Seq. No. 44002 

Seq. ID eep700867876.hl 

Method BLASTX 

NCBI GI g4539324 

BLAST score 180 

E value 2.0e-13 

Match length 44 

% identity 75 

NCBI Description (AL035679) kinesin like protein [Arabidopsis thaliana] 

Seq. No. 44003 

Seq. ID eep700867907.hl 

Method BLASTX 

NCBI GI g3763925 

BLAST score 156 

E value 8.0e-ll 

Match length 38 

% identity 84 

NCBI Description (AC004450) putative AflO-protein [Arabidopsis thaliana] 



7013 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44004 

eep700867951.hl 

BLASTX 

gl38364 

364 

3.0e-35 

80 
93 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44005 

eep700867971.hl 

BLASTX 

g3367574 

157 

4.0e-ll 

77 
48 

(AL031135) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44006 

eep700867974.hl 

BLASTX 

gl!69533 

245 

2.0e-21 

57 

79 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) 

>gi_515827_emb_CAA56645_ (X80474) enolase [Neocallimastix 
frontalis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



44007 

eep700868013.hl 

BLASTX 

gll4974 

242 

7.0e-21 

72 
62 

NON-CYANOGENIC BETA-GLUCOSIDASE PRECURSOR 

>gi_67491_pir GLJY31 beta-glucosidase (EC 3.2.1.21) 

precursor (clone TRE361) - white clover 
>gi_21955_emb_CAA40058 . 1_ (X56734) beta-glucosidase 
[Trifolium repens] 

44008 

eep700868032.hl 

BLASTX 

g2832694 

174 

7.0e-13 



7014 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

59 
20 

(AL021713) putative protein [Arabidopsis thaliana] 
44009 

eep700868050.hl 

BLASTX 

g2244973 

253 

4.0e-22 

81 

58 

(Z97340) similarity to extensin class 1 protein 
[Arabidopsis thaliana] 

44010 

eep700868113.hl 

BLASTX 

g4097880 

142 

6.0e-22 

80 
82 

(U70866) polyprotein [Bean pod mottle virus] 
44011 

eep700868186.hl 

BLASTX 

g3341679 

273 

1.0e-24 

77 

66 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

44012 

eep700868226.hl 

BLASTX 

g3738257 

316 

1.0e-29 

70 
87 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

44013 

eep700868237.hl 

BLASTX 

g3046815 

188 

1.0e-14 

67 
61 

(AL021687) cytochrome P450 [Arabidopsis thaliana] 



7015 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44014 

eep700868302.hl 

BLASTX 

g4097880 

402 

1.0e-39 

81 

96 

(U70866) polyprotein [Bean pod mottle virus] 
44015 

eep700868320.hl 

BLASTX 

g2827516 

238 

2.0e-20 

59 

78 

(AL021633) DNA topoisomerase like- protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44016 

eep700868419.hl 

BLASTX 

g3913008 

246 

2.0e-21 

61 
80 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



44017 

eep700868424.hl 

BLASTX 

gl653619 

221 

2.0e-18 

87 

48 

(D90915) spermidine/putrescine-binding periplasmic protein 
[Synechocystis sp.] 

44018 

eep700868433.hl 

BLASTX 

g4097880 

157 

3.0e-14 

78 

63 

(U70866) polyprotein [Bean pod mottle virus] 
44019 

eep700868442.hl 
BLASTX 



7016 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4097880 
307 

1.0e-28 

79 

71 

(U70866) 



polyprotein [Bean pod mottle virus] 



44020 

eep700868463.hl 

BLASTX 

g!37091 

466 

4.0e-47 

89 

99 

UREASE {UREA AMIDOHYDROLASE) >gi_170084 (M16772) urease 
[Glycine max] 

44021 

eep700868471.hl 

BLASTX 

g2104949 

134 

4.0e-12 

76 

64 

(U96716) MAP kinase-like protein [Selaginella lepidophylla] 
44022 

eep700868475.hl 

BLASTX 

g4097880 

301 

8.0e-28 

83 

71 

(U70866) polyprotein [Bean pod mottle virus] 
44023 

eep700868515.hl 

BLASTX 

g4006899 

163 

2.0e-ll 

54 

56 

(Z99708) putative protein [Arabidopsis thaliana] 
44024 

eep700868544.hl 

BLASTX 

g4097880 

455 

8.0e-46 

87 

99 

(U70866) polyprotein [Bean pod mottle virus] 



7017 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44025 

eep700868586.hl 

BLASTX 

gl38364 

284 

8,0e-26 

79 

78 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639j>ir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



44026 

eep700868596.hl 
BLASTX 
g!38364 
240 

1.0e-20 
82 
85 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639j?ir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

44027 

eep700868617.hl 
BLASTX 
gl38364 
489 

9.0e-50 
89 
99 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi__75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

Seq. No. 44028 

Seq. ID eep700868620.hl 

Method BLASTX 

NCBI GI g2811029 

BLAST score 300 

E value 1.0e-27 

Match length 78 

% identity 72 

NCBI Description ACETYLORNITHINE AMINOTRANSFERASE PRECURSOR (ACOAT) 
(ACETYLORNITHINE TRANSAMINASE) (AOTA) 
>gi_194 4511_emb_CAA69936_ (Y08680) acetylornithine 
aminotransferase [Alnus glutinosa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 44029 

Seq. ID eep700868629.hl 

Method BLASTX 

NCBI GI gl38364 



7018 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398 

4.0e-39 

85 
89 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7 ) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

44030 

eep700868664.hl 

BLASTX 

g417444 

252 

6.0e-22 

64 

80 

PHENYLALANINE AMMON I A- L YAS E 2 >gi_217 984_dbj_BAA00887_ 
(D10003) phenylalanine ammonia -lyase [Pisum sativum] 

44031 

eep700868689.hl 

BLASTX 

g2317905 

206 

9.0e-17 

69 
62 

(U89959) bZIP-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44032 

eep700868691.hl 

BLASTX 

g4097880 

387 

6.0e-38 

82 

90 

(U70866) polyprotein [Bean pod mottle virus] 
44033 

eep700868717.hl 

BLASTX 

g!38364 

221 

3.0e-18 

92 
51 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi__75639__pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



44034 

eep700868743.hl 

BLASTX 

gl38364 



7019 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



340 

2.0e-32 

80 

82 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44035 

eep700868764.hl 

BLASTX 

gl332579 

228 

2.0e-26 

69 

10 

(X98063) polyubiquitin [Pinus sylvestris] 
44036 

eep700868786.hl 

BLASTX 

gl742953 

132 

1.0e-ll 

55 

69 

(Z71445) CLC-a chloride channel protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44037 

eep700868795.hl 

BLASTX 

g4097880 

254 

2.0e-22 

58 

86 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44038 

eep700868867.hl 

BLASTX 

g3885334 

188 

1.0e-14 

56 
64 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



44039 

eep700868875.hl 

BLASTX 

g4539343 

323 

2.0e-30 



7020 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
90 

(AL035539) putative protein [Arabidopsis thaliana] 
44040 

eep700868906.hl 

BLASTX 

gl38364 

342 

1.0e-32 

87 

78 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 

44041 

eep700868922.hl 

BLASTX 

gl38364 

256 

2.0e-31 

84 
78 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639__pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

44042- 

eep700868936.hl 

BLASTX 

g4115915 

141 

5.0e-09 

86 

36 

(AF118222) contains similarity to Helix pomatia br-1 
protein (GB: X96994) [Arabidopsis thaliana] 

44043 

eep700868942.hl 

BLASTX 

gl38364 

310 

7.0e-29 

74 

84 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639jpir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 
Method 



44044 

eep700868978.hl 
BLASTX 



7021 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3355477 
326 

9.0e-31 

72 

86 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 

44045 

eep700869016.hl 

BLASTX 

g4097880 

396 

5.0e-39 

80 

95 

(U70866) polyprotein [Bean pod mottle virus] 
44046 

eep700869139.hl 

BLASTX 

g2500354 

295 

2.0e-29 

65 

98 

60S RIBOSOMAL PROTEIN L10 (EQM) >giJL902894_dbj JBAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 

44047 

eep700869156.hl 

BLASTX 

g267069 

208 

4.0e-17 

38 
97 

TUBULIN ALP HA- 2 / ALPHA- 4 CHAIN >gi_320 183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84 696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

44048 

eep700869225.hl 

BLASTX 

gl906845 

298 

2.0e-27 

81 

65 

(Y07550) cellulose 1, 4-beta-cellobiosidase [Claviceps 
purpurea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



44049 

eep700869305.hl 

BLASTX 

g2342683 



7022 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

250 

9.0e-30 

80 

81 

(AC000106) Contains similarity to Bos beta-mannosidase 
(gb_U46067) . [Arabidopsis thaliana] 

44050 

eep700869321.hl 

BLASTX 

g2245065 

244 

4.0e-21 

84 

31 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
44051 

eep700869327.hl 

BLASTX 

g2979552 

187 

4.0e-25 

81 

81 

(AC003680) unknown protein [Arabidopsis thaliana] 
44052 

eep700869389.hl 

BLASTX 

g4097880 

209 

3.0e-36 

80 

93 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 


44053 


Seq. ID 


eep700869390.hl 


Method 


BLASTX 


NCBI GI 


g229708 


BLAST score 


209 


E value 


5.0e-17 


Match length 


105 


% identity 


63 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


44054 


Seq. ID 


eep700869483.h2 


Method 


BLASTX 


NCBI GI 


g229708 


BLAST score 


144 


E value 


2.0e-09 


Match length 


32 


% identity 


91 


NCBI Description 


Bean pod mottle virus 



7023 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44055 

eep700869501.hl 

BLASTX 

gl38364 

429 

9.0e-43 

84 

100 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

be'an p'Od'^dttle virus {strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44056 

eep700869517.hl 

BLASTX 

gl38364 

419 

1.0e-41 

84 
99 

GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi__75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44057 

eep700869537.hl 

BLASTX 

g421843 

255 

2.0e-22 

67 

78 

protein kinase 
>gi_217861_dbj 



(EC 2.7.1.37) 5 - Arabidopsis thaliana 
BAA01715 (D10909) serine/threonine protein 



kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44058 

eep700869547.hl 

BLASTX 

gl38364 

299 

1.0e-29 

77 

95 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



44059 

eep700869564.hl 

BLASTX 

gl35460 

409 

2.0e-40 



7024 



Match length 

% identity 

NCBI Description 



II 



80 
96 

TUBULIN BETA- 2 CHAIN >gi_100933_pir S14702 tubulin beta-2 

chain - maize >gi_22184_emb_CAA37061_ (X52879) beta 2 
tubulin (AA 1-444) [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44060 

eep700869617.hl 

BLASTX 

g2764949 

303 

6,0e-28 

67 

84 

(X98931) heat shock protein 70 [Emericella nidulans] 
44061 

eep700869681.hl 

BLASTX 

g4'097880 

267 

8.0e-24 

76 

59 

(U70866) polyprotein [Bean pod mottle virus] 
44062 

eep700869710.hl 

BLASTX 

g4558591 

258 

1.0e-22 

87 

57 

(AC006555) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 


44063 


Seq. ID 


eep700869712.hl 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


302 


E value 


2.0e-30 


Match length 


85 


% identity 


75 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


44064 


Seq. ID 


eep700869809.hl 


Method 


BLASTX 


NCBI GI 


g2832606 


BLAST score 


233 


E value 


8.0e-20 


Match length 


80 


% identity 


57 


NCBI Description 


(AL021635) predicted 



>gi_3292810_emb_CAA19800_ (AL031018) putative protein 
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II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
44065 

eep700869853.hl 

BLASTX 

g225282 

297 

2.0e-27 

64 

88 

RNA polymerase beta [Nicotiana tabacum] 
44066 

eep700869909.hl 

BLASTX 

g2662343 

317 

2.0e-29 

84 

74 

(D63581) EF-1 alpha [Oryza sativa] 
44067 

eep700869967.hl 

BLASTX 

g3201477 

146 

2.0e-09 

82 

40 

(AJ006021) putative PRL1 associated protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44068 

eep700870015.hl 

BLASTX 

g2944178 

177 

3.0e-13 

75 
52 

(AF007778) trehalose-6-phosphate phosphatase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44069 

eep700870087.hl 

BLASTX 

g3738325 

223 

8.0e-19 

53 

77 

{AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



44070 

eep700870168.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq . No . 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

g2745900 

145 

9.0e-17 

78 
58 

(AF039405) arsenite-translocating ATPase [Mus musculus] 
44071 

eep700870172.hl 

BLASTX 

gl346769 

145 

2.0e-21 

81 
60 

PROLYL ENDOPEPTIDASE (POST-PROLINE CLEAVING ENZYME) (PE) 
>gi_558596_emb_CAA52605_ (X74496) prolyl oligopeptidase 

[Homo sapiens] >gi_1585155_prf 2124300A Pro oligopeptidase 

[Homo sapiens] >gi_4506043_ref_NP_002717 . l_pPREP_ prolyl 
endopeptidase 

44072 

eep700870251.hl 

BLASTX 

g4097880 

323 

2.0e-30 

77 

81 

(U70866) polyprotein [Bean pod mottle virus] 
44073 

eep700870268.hl 

BLASTX 

gl778370 

200 * 

5.0e-16 

38 

100 

(U77678) asparagine synthetase 2 [Glycine max] 
44074 

eep700870280.hl 

BLASTX 

gl38364 

389 

4.0e-38 

79 

99 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

44075 

eep700870293.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

BLASTX 
g217995 
311 

5.0e-29 

75 

77 

(DI3683) 



peroxidase [Populus kitakamiensis] 



44076 

eep700870308.hl 

BLASTX 

g3158476 

121 

1.0e-14 

61 
71 

(AF067185) aquaporin 2 



[Samanea saman] 



44077 

eep700870331.hl 

BLASTX 

g3228517 

277 

5.0e-25 

83 

64 

(AF007788) ETTIN [Arabidopsis thaliana] 
44078 

eep700870353.hl 

BLASTX 

gl38364 

229 

1.0e-19 

70 

69 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi__75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

44079 

eep700870358.hl 

BLASTX 

g4249662 

307 

2.0e-28 

82 

66 

(AF089810) Altered Response to Gravity [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44080 

eep700870361.hl 

BLASTX 

g2252634 

208 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-17 

65 

54 

(U95973) hypothetical protein [Arabidopsis thaliana] 
44081 

eep700870363.hl 
■ BLASTX 
gl38364 
355 

4.0e-34 

79 

92 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

44082 

eep700870403.hl 

BLASTX 

g3641252 

202 

2.0e-16 

69 

58 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestica] 

44083 

eep700870407.hl 

BLASTX 

gl38364 

369 

1.0e-35 

88 
83 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



44084 

eep700870423.hl 

BLASTX 

g283004 

188 

2.0e-14 

59 
36 

DNA-binding protein Gt-2 - rice 
(X68261) gt-2 [Oryza sativa] 

44085 

eep700870483.hl 

BLASTX 

g3688173 



>gi_2 024 9_emb_CAA4 8 3 2 8_ 
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II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146 

1.0e-09 

72 
64 

(AL031804) putative protein [Arabidopsis thaliana] 
44086 

ejt700606103.h2 

BLASTX 

g2832629 

130 

3.0e-10 

85 
42 

(AL021711) 4-coumarate-CoA ligase - like [Arabidopsis 
thaliana] 

44087 

ejt700606110.h2 

BLASTN 

g2811197 

33 

4.0e-09 

112 

92 

Gleditsia delavayi ribosomal protein 16 large subunit 
(rpll6) gene, chloroplast gene encoding chloroplast 
protein, partial cds 



Seq. No. 


44088 


Seq. ID 


ejt700606116.h2 


Method 


BLASTX 


NCBI GI 


g3860264 


BLAST score 


233 


E value 


5.0e-20 


Match length 


51 


% identity 


82 


NCBI Description 


(AC005824) unknown protein 


Seq. No. 


44089 


Seq. ID 


ejt700606148.h2 


Method 


BLASTX 


NCBI GI 


g309673 


BLAST score 


138 


E value 


7.0e-09 


Match length 


53 


% identity 


66 


NCBI Description 


(L19651) light harvesting ] 


Seq. No. 


44090 


Seq. ID 


ejt700606191.h2 


Method 


BLASTN 


NCBI GI 


g984307 


BLAST score 


123 


E value 


7.0e-63 


Match length 


230 


% identity 


96 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransf erase (accD) , photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 

44091 

ejt700606196.h2 

BLASTN 

gl8764 

239 

1.0e-132 

250 

99 

G.max tefSl gene for elongation factor EF-la 
44092 

ejt700606220.hl 

BLASTX 

g4539344 

153 

4.0e-20 

70 

73 

(AL035539) putative protein [Arabidopsis thaliana] 
44093 

ejt700606255.hl 

BLASTX 

gll74745 

201 

3.0e-22 

94 

76 

TRIOSEPHOSPHATE ISOMERASE, CHLOROPLAST PRECURSOR (TIM) 

>gi_1363523__pir S53761 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - rye 

>gi_609262_emb_CAA83533_ (Z32521) triosephosphate isomerase 

[Secale cereale] >gi_10954 94_prf 2109226B triosephosphate 

isomerase [Secale cereale] 

44094 

ekl700968118.hl 

BLASTX 

g3152595 

148 

5.0e-10 

33 
85 

(AC002986) Similar to D . melanogaster sno gene gb_U957 60. 
EST gb_N97148 and gb_Z26221 come from this gene. 
[Arabidopsis thaliana] 

44095 

ekl700968173.hl 

BLASTX 

g3176098 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 

6.0e-17 

66 

57 

(Y15036) annexin [Medicago truncatula] 



44096 

ekl700968176.hl 

BLASTN 

g3982595 

153 

7.0e-81 

224 
92 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



44097 

ekl700968207.hl 

BLASTN 

g609224 

63 

4.0e-27 

151 

85 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44098 

ekl700968209.hl 

BLASTX 

g2435517 

326 

9.0e-31 

81 

74 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44099 

ekl700968235.hl 

BLASTX 

g4580575 

194 

2.0e-15 

66 

58 

(AF082176) auxin response 



factor 9 [Arabidopsis thaliana] 



44100 

ekl700968258< 
BLASTX 
g4468986 
161 

2.0e-ll 

72 
46 



hi 
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NCBI Description (AL035605) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44101 

ekl700968270.hl 

BLASTN 

g3982595 

46 

6.0e-17 

128 

84 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



44102 

epx701103702.hl 

BLASTX 

g2654108 

379 

8.0e-37 

98 

74 

(AF034419) cytosine-5 DNA methyltransf erase 



44103 

epx701103732.hl 

BLASTX 

g!076782 

187 

3.0e-14 

57 
70 

transcription factor HBP-lb(cl) 



[Pisum sativum] 



wheat (fragment) 



44104 

epx701103740.hl 

BLASTX 

g2388710 

200 

8.0e-16 

69 

58 

(AF017150) betaine aldehyde dehydrogenase 
hypochondriacus ] 



[Amaranthus 



44105 

epx701103844.hl 

BLASTX 

g2960358 

182 

8.0e-14 

42 
76 

(AJ224895) caffeoyl-CoA 3-O-methyltransf erase [Populus 
balsamifera subsp. trichocarpa] >gi_2960360_emb_CAA12200_ 
(AJ224896) caffeoyl-CoA 3-O-methyltransf erase [Populus 
balsamifera subsp. trichocarpa] >gi_3550590_emb_CAA114 95_ 
(AJ223620) caffeoyl CoA 3-O-methyltransf erase [Populus 
balsamifera subsp. trichocarpa] 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44106 

epx701103858.hl 

BLASTX 

g4335745 

168 

3.0e-12 

74 

43 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

44107 

epx701103949.hl 

BLASTX 

g4558672 

253 

4.0e-22 

88 
50 

(AC007063) putative 1, 3-beta-D-glucan synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44108 

epx701103953.hl 

BLASTX 

g3402694 

271 

3.0e-24 

91 

53 

(AC004 697) putative Mlo-hi protein [Arabidopsis thaliana] 
44109 

epx701104007.hl 

BLASTX 

g2347088 

175 

6.0e-13 

67 
52 

(U727 65) non-specific lipid transfer protein PvLTP-24 
[Phaseolus vulgaris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44110 

epx701104105.hl 

BLASTN 

gll83936 

72 

2.0e-32 

174 

86 



NCBI Description P. sativum 5S rRNA gene 



Seq. No. 
Seq. ID 



44111 

epx701104208.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2706515 

262 

4.0e-23 

90 
54 

(Y12689) isoflavone reductase-like protein [Citrus x 
paradisi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44112 

epx701104220.hl 

BLASTN 

g392991 

109 

2.0e-54 

285 

85 

Phaseolus vulgaris nitrate reductase 
cds 



(PVNR2) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44113 

epx701104227.hl 

BLASTN 

g2511573 

61 

8.0e-26 

177 

84 

Arabidopsis thaliana mRNA for proteasome subunit prc3 
>gi_3421074_gb_AF043520_AF043520 Arabidopsis thaliana 20S 
proteasome subunit PAB1 (PAB1) mRNA, complete cds 

44114 

epx701104233.hl 

BLASTX 

g3420233 

232 

1.0e-19 

85 
51 

(AF058763) uroporphyrinogen decarboxylase [Zea mays] 
44115 

epx701104259.hl 

BLASTX 

g4262239 

430 

7.0e-43 

90 

93 

(AC006200) putative membrane transporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



44116 

epx701104269.hl 

BLASTX 

g3451072 
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o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289 

3.0e-26 

79 
66 

(AL031326) 



putative protein [Arabidopsis thaliana] 



44117 

epx701104275.hl 

BLASTN 

g533691 

59 

1.0e-24 

186 

83 

Glycine max Essex protease inhibitor irtRNA, complete cds 
44118 

epx701104316.hl 

BLASTN 

gl518539 

249 

1.0e-138 

265 

98 

Glycine max UDP-glucose dehydrogenase mRNA, complete cds 
44119 

epx701104462.hl 

BLASTN 

g256142 

144 

2.0e-75 

256 

89 

cytosolic glutamine synthetase [Glycine max^soybeans, var 
Prize, mRNA, 1450 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44120 

epx701104489.hl 

BLASTX 

g3914472 

257 

1.0e-22 

63 

78 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_3227 64_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA4 9693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



44121 

epx701104531.hl 

BLASTX 

g3549654 

159 

4.0e-ll 
46 
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o • 

% identity 70 

NCBI Description (AL031394) metal-transporting P-type ATPase (fragment) 
[Arabidopsis thaliana] 



Seq, No. 


44122 


Seq. ID 


epx/01104548 . hi 


Method 


BLASTX 


NCBI GI 


g4262155 


BLAST score 


142 


E value 


4 . Oe-09 


Match length 


88 


% identity 


39 


NCBI Description 


(AC005275) putative D-type cyclin [Arabidopsis thai 


Seq. No. 


44123 


Seq. ID 


epx701104554 . hi 


Method 


T^T *A fl mill 

BLASTN 


NCBI GI 


gl69036 


BLAST score 


50 


E value 


3.0e-19 


Match length 


70 


% identity 


93 


NCBI Description 


Pisum sativum L. aldolase gene, 3 f end cds 


Seq. No. 


44124 


Seq. ID 


epx701104556.hl 


Method 


BLASTX 


NCBI GI 


g3269295 


BLAST score 


151 


E value 


3.0e-10 


Match length 


55 


% identity 


58 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana] 


Seq. No. 


44125 


Seq. ID 


epx701104585 .hi 


Method 


BLASTX 


NCBI GI 


g2827637 


BLAST score 


139 


E value 


1.0e-08 


Match length 


41 


% identity 


61 


NCBI Description 


(AL021636) putative protein [Arabidopsis thaliana] 


Seq. No. 


44126 


Seq. ID 


epx701104642 .hi 


Method 


BLASTN 


NCBI GI 


gl4311 


BLAST score 


98 


E value 


6.0e-48 


Match length 


257 


% identity 


94 


NCBI Description 


G.max chloroplast gene rpsl9 and flanking regions 


Seq. No. 


44127 


Seq. ID 


epx701104706.hl 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl742955 
337 

7.0e-32 

95 

62 

(Z7144 6) CLC-b chloride channel protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44128 

epx701104710.hl 

BLASTX 

g282964 

222 

2.0e-18 

46 

87 

transforming protein (myb) homolog (clone myb.Ph3) 
petunia >gi_20563_emb_CAA78386_ (Z13996) protein 1 
x hybrida] 



- garden 
[Petunia 



44129 

epx701104726.hl 

BLASTX 

g3426046 

141 

6.0e-09 

80 

6 

(AC005168) similar to salt-inducible protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



44130 

epx701104777.hl 

BLASTX 

g2352492 

362 

7.0e-35 

88 
81 

(AF005047 
thaliana] 



transport inhibitor response 1 [Arabidopsis 
>gi_2352494 (AF005048) transport inhibitor 



response 1 [Arabidopsis thaliana] 
44131 

epx701104796.hl 

BLASTX 

gl209703 

254 

4.0e-22 

75 
55 

(U40489) maize gll homolog [Arabidopsis thaliana] 
44132 

epx701104817.hl 
BLAST N 
gl!50683 



7038 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. - ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 

2.0e-35 

262 

82 

V.radiata atpB, rbcL and trnK genes 
44133 

epx701104844.hl 

BLASTX 

g3236238 

156 

5.0e-ll 

46 

63 

(AC004 684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 

44134 

epx701104864.hl 

BLASTN 

g3021374 

114 

1.0e-57 

166 

92 

Glycine max mRNA for profilin, PR01 
44135 

epx701104883.hl 

BLASTX 

g2129854 

203 

3.0e-16 

59 

64 

early nodulin 8 precursor - alfalfa >gi_304037 (L18899) 
early nodulin [Medicago sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description . 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



44136 

epx701104888.hl 

BLASTX 

gl723172 

158 

5.0e-ll 

85 
35 

HYPOTHETICAL 70.4 KD PROTEIN SLR0551 

>gi_l 00138 l_dbj _BAA10 87 1_ (D64006) hypothetical protein 
[Synechocystis sp.] 

44137 

epx701104935.hl 

BLASTX 

g4469007 

229 

3.0e-19 



7039 



© • 

90 
45 

(AL035602) UDP rhamnose-anthocyanidin-3-glucoside 
rhamnosyltransferase-like protein [Arabidopsis thaliana] 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44138 

epx701105001.hl 

BLASTX 

g3738298 

232 

4.0e-22 

96 

51 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44139 

epx701105029.hl 

BLASTX 

g4314378 

137 

3.0e-09 

56 

53 

(AC006232) putative lipase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44140 

epx701105054.hl 

BLASTN 

g2664201 

46 

7.0e-17 

111 

86 

Arabidopsis thaliana 
44141 

epx701105110.hl 

BLASTN 

g2055227 

117 

2.0e-59 

117 

100 

Glycine max mRNA for 



GT2 gene 



SRC1, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44142 

epx701105159.hl 

BLASTX 

g3913808 

370 

9.0e-36 

81 

90 

FERROCHELATASE PRECURSOR (PROTOHEME FERRO-LYASE) 
SYNTHETASE) >gi_2429618_dbj_BAA22284_ (AB007120) 



(HEME 



7040 



o 



ferrochelatase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44143 

epx701105162.hl 

BLASTX 

g3341684 

250 

1.0e-21 

94 

56 

(AC003672) hypothetical protein [Arabidopsis thaliana] 
44144 

epx701105389.hl 

BLASTN 

gl902893 

102 

2.0e-50 

246 

85 

Solanum melongena mRNA for QM family protein, complete cds 
44145 

epx701105407.hl 

BLASTX 

g4539422 

176 

4.0e-13 

48 

67 

(AL049171) putative protein [Arabidopsis thaliana] 
44146 

epx701105410.hl 

BLASTX 

gll74549 

260 

6.0e-23 

79 

52 

VALYL-TRNA SYNTHETASE (VALINE — TRNA LIGASE) (VALRS) 

>gi_1075441_pir G64121 valine—tRNA ligase (EC 6.1.1.9) - 

Haemophilus influenzae (strain Rd KW20) >gi_1574225 
(U32819) valyl-tRNA synthetase (valS) [Haemophilus 
influenzae Rd] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44147 

epx701105426.hl 

BLASTX 

g2982303 

189 

1.0e-14 

57 
61 

(AF051236) hypothetical protein 



[Picea mariana] 



Seq. No. 



44148 



7041 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



epx701105432.hl 

BLASTX 

g3461842 

191 

8.0e-15 

84 

42 

(AC005315) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44149 

epx701105548.hl 

BLASTN 

g516853 

108 

6.0e-54 

156 

31 

Soybean SUBI-2 gene for ubiquitin, complete cds 
44150 

epx701105581.hl 

BLASTX 

g3269282 

161 

3.0e-ll 

79 
43 

(AL030978) putative protein [Arabidopsis thaliana] 
44151 

epx701105605.hl 

BLASTN 

gl483172 

46 

7.0e-17 

106 
86 

Japanese jack bean clone CgHMGYl DNA for high mobility 
group protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



44152 

epx701105608.hl 

BLASTX 

g2811224 

186 

3.0e-14 

95 
48 

(AF042668) fimbrin 
44153 

epx701105664.hl 

BLASTN 

gl053215 

212 

1.0e-116 



1 [Arabidopsis thaliana] 



7042 



Match length 

% identity 

NCBI Description 



II 

259 
96 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 


44154 


Seq. ID 


epx/011Uo /OV . nl 


Method 


BLASTX 


NCBI GI 


g4 4 90323 


BLAST score 


175 


E value 


6. 0e-14 


Match length 


70 


% identity 


58 


NCBI Description 


(AJ131464) nitrate transporter [Arabidopsis thaliana] 


Seq. No. 


44155 


Seq. ID 


epx701105714 .hi 


Method 


BLASTX 


NCBI GI 


g3510255 


BLAST score 


147 


E value 


1.0e-09 


Match length 


94 


% identity 


44 


NCBI Description 


(AC005310) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


44156 


Seq. ID 


epx701105807 .hi 


Method 


BLASTX 


NCBI GI 


g4454482 


BLAST score 


383 


E value 


2.0e-37 


Match length 


89 


% identity 


74 


NCBI Description 


(AC006234) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


44157 


Seq. ID 


epx701105855.hl 


Method 


BLASTN 


NCBI GI 


gl8650 


BLAST score 


80 


E value 


3.0e-37 


Match length 


152 


% identity 


88 


NCBI Description 


Soybean genomic fragment for heat-shock protein 6834 




terminus 


Seq. No. 


44158 


Seq. ID 


epx701105864.hl 


Method 


BLASTN 


NCBI GI 


gl8556- 


BLAST score 


251 


E value 


1.0e-139 


Match length 


274 


% identity 


99 


NCBI Description 


G.max DNA for Cab5 



Seq. No. 



44159 



7043 



© 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



epx701105872.hl 

BLASTN 

gl70067 

251 

1.0e-139 

259 
99 

Soybean (G.max) proline-rich cell wall protein 
gene, complete cds 



(SbPRP3) 



44160 

epx701105875.hl 

BLASTN 

g506628 

144 

2.0e-75 

228 

92 

Glycine max cv. Dare photosystem II type I chlorophyll 
a/b-binding protein (lhcbl*7) gene, complete cds 

44161 

epx701105941.hl 

BLASTX 

g4522009 

213 

2.0e-17 

90 
47 

(AC007069) unknown protein [Arabidopsis thaliana] 
44162 

epx701105945.hl 

BLASTX 

g4455217 

181 

6.0e-18 

74 

65 

(AL035440) Avr9 elicitor response like protein [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44163 

epx701105966.hl 

BLASTN 

gl619324 

41 

3.0e-14 

69 
90 

P. sativum mRNA for ADP-glucose pyrophosphorylase 
44164 

epx701105972.hl 

BLASTX 

g2146731 

193 



7044 



E value 
Match length 
% identity 
NCBI Description 



II 



4.0e-15 

78 

47 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U49453) rofl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44165 

epx701106003.hl 

BLASTX 

g!17478 

212 

2.0e-17 

80 
7 

CROOKED NECK PROTEIN 
44166 

epx701106013.hl 

BLASTX 

g2462751 

189 

1.0e-14 

39 

95 

(AC002292) nearly identical to rice water stress induced 
protein gp_D26537_537404 [Arabidopsis thaliana] 



Seq. No. 


44167 


Seq. ID 


epx701106018.hl 


Method 


BLASTX 


NCBI GI 


g4204287 


BLAST score 


239 


E value 


2.0e-20 


Match length 


55 


% identity 


75 


NCBI Description 


(AC003027) lcl_prt_seq 




[Arabidopsis thaliana] 


Seq. No. 


44168 


Seq. ID 


epx701106147.hl 


Method 


BLASTX 


NCBI GI 


gl769897 


BLAST score 


168 


E value 


8.0e-14 


Match length 


56 


% identity 


70 


NCBI Description 


(Y08010) lectin recept 


Seq. No. 


44169 


Seq. ID 


epx701106150.hl 


Method 


BLASTX 


NCBI GI 


g4467123 


BLAST score 


348 


E value 


3.0e-33 


Match length 


91 


% identity 


75 


NCBI Description 


(AL035538 ) hypothetic^ 



7045 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44170 

epx701106224.hl 

BLASTN 

g3075487 

70 

3.0e-31 

158 

86 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 

44171 

epx701106230.hl 

BLASTN 

g22073 

60 

3.0e-25 

98 

92 



NCBI Description Mung bean 25S rRNA - 18S rDNA spacer region 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



44172 

epx701106242.hl 

BLASTX 

g4464185 

228 

3.0e-19 

73 

60 

(U76687) lipoxygenase [Phaseolus vulgaris] 
44173 

epx701106314.hl 

BLASTX 

g2911079 

190 

1.0e-14 

41 

80 

(AL021960) putative protein [Arabidopsis thaliana] 
44174 

epx701106331.hl 

BLASTX 

g4263704 

137 

1.0e-13 

62 
70 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

44175 

epx701106356.hl 

BLASTX 

g2275211 



7046 



BLAST score 


w 

14o 


E value 


4 . Oe-09 


Match length 


a c; 


% identity 


58 


NCBI Description 


(AC002337) RNA 




helicase isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44176 

epx701106380.hl 

BLASTX 

g!769556 

198 

1.0e-15 

79 

80 

(U81158) Forsythia x intermedia 

{+) -pinoresinol/ (+) -lariciresinol reductase (PLR) protein, 
complete sequence [Forsythia x intermedia] 



Seq. No. 


44177 


Seq. ID 


epx701106386.hl 


Method 


BLASTX 


NCBI GI 


g4164576 


BLAST score 


211 


F. va 1 hp 

JJj V CL _L \*<L 


6.0e-32 


Match length 


95 


% identity 


82 


NCBI Description 


{AF09894 6) CTF2A [Arabidopsis thaliana] 


Seq. No. 


44178 


Seq. ID 


epx701106408.hl 


Method 


BLASTN 


NCBI GI 


gl370147 


BLAST score 


164 


E value 


3.0e-87 


Match length 


176 


% identity 


98 


NCBI Description 


L.japonicus mRNA for small GTP-binding protein, 


Seq. No. 


44179 


Seq. ID 


epx701106423.hl 


Method 


BLASTN 


NCBI GI 


gll73641 


BLAST score 


68 


E value 


2.0e-30 


Match length 


116 


% identity 


90 


NCBI Description 


Glycine max lipoxygenase (lox7) mRNA, complete < 


Seq. No. 


44180 


Seq. ID 


epx701106431.hl 


Method 


BLASTN 


NCBI GI 


g974781 


BLAST score 


49 


E value 


1.0e-18 


Match length 


96 


% identity 


90 


NCBI Description 


C.blumei kinetoplast met gene for cobalamine-in 



7047 



# 



methionine synthase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44181 

epx701106540.hl 

BLASTX 

g4309698 

412 

1.0e-40 

92 

80 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44182 

epx701106638.hl 

BLASTX 

g3914472 

259 

8.0e-23 

63 

79 

PHOTOS YSTEM II 
>gi_3227 64_pir 



10 KD POLYPEPTIDE PRECURSOR (PII10) 
S32021 photosystem II 10K protein - coiranon 



tobacco >gi_ 
tabacum] 



22669 emb CAA49693 (X70088) NtpIIlO [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44183 

epx701106643.hl 

BLASTX 

g2664210 

425 

2.0e-42 

86 

93 

(AJ222644) asparaginyl-tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44184 

epx701106671.hl 

BLASTX 

g3063697 

166 

6.0e-12 

43 

31 

(AL022537) putative myb-protein (partial) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44185 

epx701106678.hl 

BLASTX 

g3386611 

149 

6.0e-10 

36 
64 

(AC004665) unknown protein [Arabidopsis thaliana] 



7048 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44186 

epx701106737.hl 

BLASTN 

g3702315 

70 

3.0e-31 

270 
81 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


44187 


Seq. ID 


epx/Uilubo/ / .ni 


Method 


BLASTX 


NCBI GI 


g2760319 


BLAST score 


278 


E value 


5.0e-25 


Match length 


72 


% identity 


75 


NCBI Description 


(AC002130) F1N21.3 [Arabidopsis thaliana] 


Seq. No. 


44188 


Seq. ID 


epx701106870.hl 


Method 


BLASTX 


NCBI GI 


g399091 


BLAST score 


373 


E value 


3.0e-36 


Match length 


87 


% identity 


85 


NCBI Description 


PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE 



(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi_282878_pir A38230 inorganic pyrophosphatase 

(EC 3.6.1.1), H+-translocating pyrophosphate-energized - 
Arabidopsis thaliana >gi_166634 (M81892) vacuolar 
H-i— phosphatase [Arabidopsis thaliana] 



Seq. No. 


44189 


Seq. ID 


epx701106872.hl 


Method 


BLASTN 


NCBI GI 


gl370199 


BLAST score 


150 


E value 


5.0e-79 


Match length 


229 


% identity 


92 


NCBI Description 


L.japonicus mRNA for 


Seq. No. 


44190 


Seq. ID 


epx701106909.hl 


Method 


BLASTX 


NCBI GI 


g3335363 


BLAST score 


154 


E value 


2.0e-10 


Match length 


78 


% identity 


23 


NCBI Description 


(AC003028) hypotheti 



for small GTP-binding protein, RAC1 



7049 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44191 

epx701106919.hl 

BLASTX 

g2582822 

322 

3.0e-30 

85 

48 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44192 

epx701107003.hl 

BLASTX 

g3776005 

264 

2.0e-23 

77 

90 

(AJ0104 66) RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44193 

epx701107117.hl 

BLASTX 

g3328240 

230 

2.0e-19 

83 
54 

(AF064775) early nodule-specific protein [Medicago 
truncatula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44194 

epx701107158.hl 

BLASTN 

gl8551 

167 

4.0e-89 

259 

91 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



44195 

epx701107161.hl 

BLASTN 

gl707656 

89 

1.0e-42 

229 
85 

P. sativum mRNA for DnaJ-like protein 
44196 

epx701107296.hl 

BLASTX 

gl22007 



7050 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197 

1.0e-15 

40 
97 

HI STONE H2A >gi_100161_pir_S114 98 histone H2A - parsley 
>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44197 

epx701107302.hl 

BLASTN 

gl944318 

77 

2.0e-35 

161 

87 

Glycine max irtRNA for cysteine proteinase inhibitor, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44198 

epx701107311.hl 

BLASTX 

g4249388 

190 

1.0e-14 

60 

63 

(AC005966) Similar to gb_AF025438 Opa-interacting protein 
(OIP2) from Homo sapiens. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44199 

epx701107363.hl 

BLASTN 

gl408470 

53 

4.0e-21 

121 

86 

Arabidopsis thaliana actin depolymerizing factor 1 (AtADFl) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44200 

epx701107377.hl 

BLASTX 

g4455323 

174 

8.0e-13 

60 

57 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44201 

epx701107385.hl 

BLASTX 

gl31384 

267 



7051 



E value 
Match length 
% identity 
NCBI Description 



-9.0e-24 

72 

82 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934__pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum! >gi_344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44202 

epx701107434.hl 

BLASTX 

g4314378 

239 

2.0e-20 

76 

51 

(AC006232) putative lipase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44203 

epx701107524.hl 

BLASTX 

g548337 

172 

1.0e-12 

73 
44 

NADPH -CYTOCHROME P450 REDUCTASE (CPR) 

>gi_284738_pir S27158 NADPH — f errihemoprotein reductase 

(EC 1.6.2.4) - guinea pig >gi_220557_dbj_BAA01385_ (D10498) 
NADPH-cytochrome P450 oxidoreductase [Cavia porcellus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44204 

epx701107604.hl 

BLASTX 

g2384863 

165 

8.0e-12 

80 

44 

(AF022976) Similar to lipase; R11G11.14 [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44205 

epx701107611.hl 

BLASTX 

g4512708 

183 

6.0e-14 

80 

35 

(AC006569) putative glutaredoxin [Arabidopsis thaliana] 



7052 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44206 

epx701107613.hl 

BLASTN 

gl336081 

86 

6.0e-41 

93 

99 

Glycine max var. Century ascorbate peroxidase 2 
mRNA, complete cds 



(APx2) 



Seq. No. 44207 

Seq. ID epx701107727.hl 

Method BLASTX 

NCBI GI g246248 

BLAST score 483 

E value 4.0e-49 

Match length 90 

% identity 100 

NCBI Description GmPK2=protein kinase [Glycine max L.=soybeans, Peptide, 119 
aa] 

Seq. No. 44208 

Seq. ID epx701107731.hl 

Method BLASTN 

NCBI GI gl8653 

BLAST score 61 

E value 8.0e-26 

Match length 81 

% identity 94 

NCBI Description Soybean gene for heat shock protein Gmhspl8.5-C (class I) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44209 

epx701107734.hl 

BLASTN 

gl8556 

260 

1.0e-144 

279 

99 

G.max DNA for Cab5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44210 

epx701107785.hl 

BLASTN 

g!69974 

167 

4.0e-89 

227 

93 

Glycine max vspA gene. 



complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44211 

epx701107853.hl 

BLASTX 

g4454048 

203 



7053 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-16 

65 
54 

(AL035394) putative protein [Arabidopsis thaliana] 
44212 

epx701107858.hl 

BLASTN 

gl70493 

36 

4.0e-ll 

44 

95 

Tomato (L. esculent um) photosystem I protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44213 

epx701107882.hl 

BLASTX 

g2119719 

201 

5.0e-16 

52 
75 

heat-shock cognate protein 70-3 - tomato >gi_762844 
(L41253) Hsc70 [Lycopersicon esculentum] 

44214 

epx701107907.hl 

BLASTN 

g256142 

276 

1.0e-154 

280 
100 

cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 1450 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44215 

epx701107933.hl 

BLASTX 

gll03318 

298 

2.0e-27 

59 

90 

(X78818) casein kinase I 
>gi_22447 91_emb_CAB10213, 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 

1 (Z97336) casein kinase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



44216 

epx701107947.hl 

BLASTX 

g3096910 

192 

3.0e-21 
58 



7054 



% identity 

NCBI Description 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



# 

90 

(AJ005813) neoxanthin cleavage enzyme [Arabidopsis 
thaliana] 

44217 

epx701107958.hl 

BLASTX 

g3482974 

390 

3.0e-38 

88 
84 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

44218 

epx701107973.hl 

BLASTX 

g2129581 

340 " 

3.0e-32 

87 

72 

envelope Ca2+-ATPase precursor - Arabidopsis thaliana 
>gi_471089_dbj_BAA03091_ (D13984) chloroplast envelope 
Ca2+-ATPase precursor [Arabidopsis thaliana] 
>gi_4165448_emb_CAA49558_ (X69940) envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

44219 

epx701108251.hl 

BLASTN 

g3738260 

71 

7.0e-32 

143 

87 

Populus nigra PnChlPGK mRNA for chloroplast 
phosphoglycerate kinase, complete cds 

44220 

epx701108266.hl 

BLASTX 

g2865424 

183 

6.0e-14 

74 
50 

(AF039371) polyprotein [Arabidopsis thaliana] 
44221 

epx701108272.hl 

BLASTN 

g587561 

66 

7.0e-29 
146 



7055 



% identity 86 

NCBI Description S. tuberosum mRNA for alpha-II MPP 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E" value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44222 

epx701108344.hl 

BLASTN 

gl055367 

205 

1.0e-112 

264 

94 

Glycine max ribulose-l f 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

44223 

epx701108368.hl 

BLASTN 

g999189 

84 

1.0e-39 

244 

84 

dihydrofolate reductase-thymidylate synthase=bifunctional 
enzyme [Glycine max, seedling, mRNA, 1794 nt] 

44224 

epx701108407.hl 

BLASTN 

gl087112 

33 

4.0e-09 

49 

92 

Rac9=21.5 kda GTP-binding protein [Gossypium 
hirsutum=cotton plants, cv. Acala SJ-2, boll fibers, mRNA 
Partial, 840 nt] 



Seq. No. 


44225 




Seq. ID 


epx701108441 


.hi 


Method 


BLASTN 




NCBI GI 


g!69097 




BLAST score 


57 




E value 


2.0e-23 




Match length 


201 




% identity 


82 




NCBI Description 


Pea histone 


H2A mRNA 


Seq. No. 


44226 




Seq. ID 


epx701108468 


.hi 


Method 


BLASTN 




NCBI GI 


g3449327 




BLAST score 


58 




E value 


5.0e-24 




Match length 


182 




% identity 


83 




NCBI Description 


Arabidopsis 


thaliana 



PI clone: 



7056 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44227 

epx701108476.hl 

BLASTX 

g3450842 

227 

4.0e-19 

48 
85 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44228 

epx701108528.hl 

BLASTX 

gl33872 

294 

7.0e-27 

90 

67 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast 

spinach >gi_322404_pir_A44121 small subunit ribosomal 
protein CS1, CS-S2 - spinach >gi_18060_emb_CAA4 6927_ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 



Seq. No. 


44229 


Seq. ID 


epx701108532.hl 


Method 


BLASTX 


NCBI GI 


g3850630 


BLAST score 


397 


E value 


6.0e-39 


Match length 


92 


% identity 


80 


NCBI Description 


(AJ012581) cytochrome P450 [Cicer 


Seq. No. 


44230 


Seq. ID 


epx701108616.hl 


Method 


BLASTN 


NCBI GI 


g3493646 


BLAST score 


69 


E value 


1.0e-30 


Match length 


185 


% identity 


84 


NCBI Description 


Pimpinella brachycarpa transcript; 




mRNA, complete cds 


Seq. No. 


44231 


Seq. ID 


epx701108631.hl 


Method 


BLASTX 


NCBI GI 


g4262225 


BLAST score 


247 


E value 


2.0e-21 


Match length 


80 


% identity 


54 



activator (MADS1) 



7057 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 

44232 

epx701108654.hl 

BLASTN 

g2529228 

103 

6.0e-51 

231 
86 

Glycine max mRNA for 6-phosphogluconate dehydrogenase, 
complete cds 



Seq. No. 


44233 


Seq. ID 


epx701108714.hl 


Method 


BLASTX 


NCBI GI 


g3176098 


BLAST score 


315 


E value 


2.0e-29 


Match length 


85 


% identity 


68 


NCBI Description 


(Y15036) annexin [Medicago truncatula] 


Seq. No. 


44234 


Seq. ID 


epx701108744.hl 


Method 


BLASTN 


NCBI GI 


g4151065 


BLAST score 


93 


E value 


5.0e-45 


Match length 


244 


% identity 


85 


NCBI Description 


N.tabacum mRNA for ribonucleotide reduct 


Seq. No. 


44235 


Seq. ID 


epx701108783.hl 


Method 


BLASTN 


NCBI GI 


g3452136 


BLAST score 


168 


E value 


9.0e-90 


Match length 


184 


% identity 


99 


NCBI Description 


Glycine max mRNA for glucose- 6-phosphate 



clone Rl-1 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



partial 
44236 

epx701108786.hl 

BLASTX 

g3386605 

251 

6.0e-22 

81 

62 

(AC004665) hypothetical protein [Arabidopsis thaliana] 
44237 

epx701108795.hl 



7058 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl70071 

168 

7.0e-90 

200 
96 

Soybean calmodulin (SCaM-2) mRNA, complete cds 
44238 

epx701108796.hl 

BLASTX 

g2462750 

147 

9.0e-10 

64 

47 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44239 

epx701108822.hl 

BLASTN 

gl644387 

32 

1.0e-08 

32 

100 

Eustoma grandiflorum flavonoid 3 1 
mRNA, complete cds 



5' -hydroxylase (F3'5'H) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44240 

epx701108909.hl 

BLASTX 

g!173257 

382 

4.0e-37 

77 
91 

40S RIBOSOMAL PROTEIN S4 >gi_1076674__pir S47642 ribosomal 

protein S4 - potato >gi_457803_emb_CAA54095_ (X76651) 
ribosomal protein S4 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44241 

epx701108920.hl 

BLASTX 

gl00200 

140 

9.0e-09 

66 

45 

chlorophyll a/b-binding protein type I precursor 
44242 

epx701108934.hl 

BLASTX 

g3183077 

242 



tomato 



7059 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-21 

95 

52 

PROBABLE 1, 4-DIHYDROXY-2-NAPHTHOATE OCTAPRENYLTRANS FERASE 
( DHNA- OCTAPRENYLTRANS FERASE ) >gi_l 6531 1 4_db j _BAA1 8 0 3 0_ 
(D90911) menaquinone biosynthesis protein [Synechocystis 
sp. ] 

44243 

epx701108968.hl 

BLASTX 

g2494174 

139 

3.0e-16 

80 

64 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_4 97 97 9 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 

44244 

epx701108989.hl 

BLASTX 

g2621658 

237 

3.0e-20 

91 

51 

(AE000840) conserved protein [Methanobacterium 
thermoautotrophicum] 

44245 

epx701109020.hl 

BLASTX 

g902938 

426 

2.0e-42 

92 
83 

(D50866) beta-amylase [Glycine max] 

>gi_2196550_dbj_BAA20453__ (AB004271) beta-amylase [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44246 

epx701109025.hl 

BLASTX 

gl35103 

179 

2.0e-13 

43 

65 

MULTIFUNCTIONAL AMINOACYL-TRNA SYNTHETASE [CONTAINS: 
GLUTAMYL-TRNA SYNTHETASE (GLUTAMATE — TRNA LI GAS E) ; 
PROLYL-TRNA SYNTHETASE (PROLINE— TRNA LIGASE) ] 

>gi__103253_j?ir S18644 multifunctional amino acid — tRNA 

ligase (EC 6.1.1.-) - fruit fly (Drosophila melanogaster) 
>gi_157564 (M74104) transfer RNA-Glu-Pro aminoacyl 
synthetase [Drosophila melanogaster] >gi_1871360 (U59923) 



7060 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



glutamyl -prolyl-tRNA synthetase [Drosophila melanogaster] 
44247 

epx701109058.hl 

BLASTN 

g2924653 

41 

6.0e-14 

73 

30 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDA7 , complete sequence [Arabidopsis thaliana] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44248 

epx701109071.hl 

BLASTX 

g4164425 

161 

3.0e-ll 

75 
41 

(AL035247) hypothetical trp-asp repeat protein 
[Schizosaccharomyces pombe] 

44249 

epx701109092.hl 

BLASTN 

g3873174 

37 

2.0e-ll 

93 
85 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

44250 

epx701109104.hl 

BLASTN 

gl2158 

64 

1.0e-27 - 

196 

84 

Pea gpal gene for subunit A of chloroplast 
glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.13) 

44251 

epx701109114.hl 

BLASTX 

g4218014 

332 

2.0e-31 

76 
47 

(AC006135) putative spliceosomal protein (RNA binding 
protein) [Arabidopsis thaliana] 



7061 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44252 

epx701109175.hl 

BLASTN 

g4140690 

72 

2.0e-32 

164 

86 

Phaseolus lunatus 
complete cds 



zeatin O-glucosyltransf erase (Z0G1) mRNA, 



44253 

epx701109190.hl 

BLASTN 

g2739043 

57 

2.0e-23 

189 

86 

Glycine max polyphosphoinositide binding protein Sshlp 
(SSH1) mRNA, complete cds 

44254 

epx701109194.hl 

BLASTN 

g506628 

237 

1.0e-131 

253 

98 

Glycine max cv. Dare photosystem II type I chlorophyll 
a/b-binding protein (lhcbl*7) gene, complete cds 



44255 

epx701109269.hl 

BLASTX 

g3914472 

235 

4.0e-20 

57 

77 

PHOTOSYSTEM II 
>gi_3227 64_pir 



10 KD POLYPEPTIDE PRECURSOR (PII10) 
_ _ _S32021 photosystem II 10K protein - common 

tobacco >gI_22669_emb_CAA4 9693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 

44256 

epx701109318.hl 

BLASTN 

g414665 

169 

2.0e-90 

228 

99 

G.max gene for coproporphyrinogen oxidase 



Seq. No. 



44257 



7062 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



epx701109344.hl 

BLASTN 

g506628 

194 

1.0e-105 

194 

100 

Glycine max cv. Dare photosystem II type I chlorophyll 
a/b-binding protein (lhcbl*7) gene, complete cds 



Seq. No. 44258 

Seq. ID epx701109355.hl 

Method BLASTX 

NCBI GI g3746059 

BLAST score 211 

E value 2.0e-17 

Match length 66 

% identity 59 r7v 

NCBI Description (AC005311) putative cysteinyl-tRNA synthetase [Arabidopsi 
thaliana] >gi_4 432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 44259 

Seq. ID epx701109425.hl 

Method BLASTN 

NCBI GI gl69974 

BLAST score 167 

E value 4.0e-89 

Match length 270 

% identity 91 

NCBI Description Glycine max vspA gene, complete cds 



Seq. No. 44260 

Seq. ID epx701109448.hl 

Method BLASTX 

NCBI GI g629669 

BLAST score 166 

E value 7.0e-12 

Match length 53 

% identity 51 

NCBI Description hypothetical protein - tomato 

Seq. No. 44261 

Seq. ID epx701109561.hl 

Method BLASTN 

NCBI GI g2961299 

BLAST score 118 

E value 7.0e-60 

Match length 230 

% identity 88 

NCBI Description Cicer arietinum mRNA for ribosomal protein L24 



Seq. No. 44262 

Seq. ID epx701109603.hl 

Method BLASTX 

NCBI GI gl31384 

BLAST score 126 



7063 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(I 



2.0e-12 

59 
64 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20 62 l_emb_CAA33 4 08_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 16114 61A 02 evolving 

complex 33kD protein [Arachis hypogaea] 

44263 

epx701109684.hl 

BLASTX 

g2708745 

372 

4.0e-36 

85 
82 

(AC003952) putative calcium-dependent ser/thr protein 
kinase [Arabidopsis thaliana] 



Seq. No. 


44264 


Seq. ID 


epx701109801.hl 


Method 


BLASTX 


NCBI GI 


g!001478 


BLAST score 


161 


E value 


3.0e-ll 


Match length 


87 


% identity 


37 


NCBI Description 


(D63999) hypothetical protein 


Seq. No. 


44265 


Seq. ID 


epx701109805.hl 


Method 


BLASTX 


NCBI GI 


g2194132 


BLAST score 


145 


E value 


2.0e-09 


Match length 


37 


% identity 


76 


NCBI Description 


(AC002062) No definition line 


Seq. No. 


44266 


Seq. ID 


epx701109852.hl 


Method 


BLASTX 


NCBI GI 


g2288999 


BLAST score 


412 


E value 


9.0e-41 


Match length 


85 


% identity 


91 


NCBI Description 


(AC002335) electron transfer 



Seq. No. 
Seq. ID 



oxidoreductase isolog [Arabidopsis thaliana] 
44267 

epx701109871.hl 



7064 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g516853 

146 

1.0e-76 

186 
32 

Soybean SUBI- 



2 gene for ubiquitin, complete cds 



44268 

epx701109964.hl 
BLASTN 
g!055367 
177 

4*0e-95 

201 
97 

Glycine max ribulose-1, 5Hoisphosphate carboxylase small 
subunit mRNA, complete cds 

44269 

epx701110067.hl 
BLASTX 
g3914472 
259 

7.0e-23 
64 
78 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 
>gi_322764_pir S32021 photosystem II 10K protein - common 



tobacco >gi_22669_emb_CAA49693_ 
tabacum] 

44270 

epx701110138.hl 

BLASTX 

g2281102 

248 

2.0e-21 



(X70088) NtpIIlO [Nicotiana 



64 

(AC002333) 



SF16 isolog [Arabidopsis thaliana] 



44271 

epx701110146.hl 

BLASTX 

g4531442 

187 

1.0e-14 

71 

54 

(AC006224) hypothetical protein 
44272 

epx701110149.hl 

BLASTN 

g!944341 

150 



[Arabidopsis thaliana] 



7065 



E value 
Match length 
% identity 
NCBI Description 



6.0e-79 

189 
100 

Glycine max DNA for cysteine proteinase inhibitor, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44273 

epx701110150.hl 

BLASTX 

g3297819 

357 

3.0e-34 

82 

89 

(AL031032) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44274 

epx701110169.hl 

BLASTX 

g2702274 

173 

4.0e-15 

71 

65 

(AC003033) unknown protein [Arabidopsis thaliana] 
44275 

epx701110187.hl 

BLASTN 

g217902 

72 

2.0e-32 

196 

84 

Catharanthus roseus cyc07 mRNA, complete cds 



44276 

epx701110202.hl 

BLASTN 

g20728 

68 

5.0e-30 

168 

85 

Pea chloroplast GAPA mRNA encoding 
glyceraldehyde-3-phosphate dehydrogenase 
(EC 1.2.1.13) 



(GAPDH) subunit A 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44277 

epx701110209.hl 

BLASTN 

gl8755 

86 

8.0e-41 

134 
91 



7066 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



Soybean SRS4 mRNA for ribulose-1, 5-bisphosphate carboxylase 
(Rubisco) small subunit, partial cds 

44278 

epx701110214.hl 

BLASTX 

g2827549 

330 

4.0e-31 

72 
82 

(AL021635) glycoprotein endopeptidase - like protein 
[Arabidopsis thaliana] 



Seq. No. 


44279 


Seq. ID 


epx701110237.hl 


Method 


BLASTN 


NCBI GI 


g3776024 


BLAST score 


58 


E value 


4.0e-24 


Match length 


122 


% identity 


87 


NCBI Description 


Arabidopsis thaliana mRNA 


Seq. No. 


44280 


Seq. ID 


epx701110239.hl 


Method 


BLASTN 


NCBI GI 


g710435 


BLAST score 


59 


E value 


1.0e-24 


Match length 


158 


% identity 


85 


NCBI Description 


Glycine max low molecular 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Gmhsp22.5) mRNA,. complete cds 
44281 

epx701110262.hl 

BLASTN 

g506628 

254 

1.0e-141 

270 
99 

Glycine max cv. Dare photosystem II type I chlorophyll 
a/b-binding protein (lhcbl*7) gene, complete cds 

44282 

epx701110266.hl 

BLASTX 

g2281083 

121 

1.0e-12 

88 

45 

(AC002333) polygalacturonase isolog [Arabidopsis thaliana] 



Seq. No. 



44283 



7067 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



epx701110277.hl 

BLASTX 

g3142303 

299 

2.0e-27 

86 

66 

(AC002411) Strong similarity to MRP-like ABC transports 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L4 937 9 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 


44284 


Seq. ID 


epx7011103G9.hl 


Method 


BLASTX 


NCBI GI 


g2842490 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


56 


% identity 


54 


NCBI Description 


(AL021749) heat-shock protein [Arabidopsis thaliana] 


Seq. No. 


44285 


Seq. ID 


epx701110318.hl 


Method 


BLASTX 


NCBI GI 


g3063691 


BLAST score 


341 


E value 


2.0e-32 




82 


% identity 


71 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


Seq. No. 


44286 


Seq. ID 


epx701110365.hl 


Method 


BLASTX 


NCBI GI 


g4210948 


BLAST score 


226 


E value 


4.0e-19 


Match length 


46 


% identity 


91 


NCBI Description 


(AF085275) DnaJ protein [Hevea brasiliensis] 


Seq, No. 


44287 


Seq. ID 


epx701110414.hl 


Method 


BLASTX 


NCBI GI 


g3608127 


BLAST score 


387 


E value 


8.0e-38 


Match length 


86 


% identity 


80 


NCBI Description 


(AC005314) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44288 

epx701110424.hl 

BLASTX 

g4028155 

186 



7068 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



3.0e-14 

76 

46 

(AF083221) YDR140W homolog [Fugu rubripes] 
44289 

epx701110444.hl 

BLASTN 

g2660767 

94 

1.0e-45 

186 
88 

Spinacia oleracea cytosolic heat shock 70 protein 
(HSC70-3beta) gene, complete cds 

44290 

epx701110453.hl 

BLASTX 

g3063699 

160 

3.0e-ll 

63 

56 

(AL022537) putative protein [Arabidopsis thaliana] 
44291 

euj700697903.hl 

BLASTX 

g399213 

176 

5.0e-13 

75 

55 

ATP- DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

CD4B PRECURSOR >gi_100190_pir B35905 CD4B protein - tomato 

>gi_170435 (M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 

44292 

euj700697910.hl 

BLASTX 

gl076488 

104 

3.0e-09 

43 

79 

glycinin A5A4B3 chain - soybean >gi_806556__emb_CAA60533_ 
(X86970) A5A4B3 subunit [Glycine soja] 

44293 

euj700697926.hl 

BLASTX 

gl21276 

458 

4.0e-46 
94 



7069 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



91 

GLYCININ GI PRECURSOR [CONTAINS: GLYCININ A1A SUBUNIT; 

GLYCININ BX SUBUNIT] >gi_99907_pir S10851 glycinin GI 

precursor - soybean >gi_255221_bbs_112930 glycinin GI 
subunit [soybeans, Peptide, 4 95 aa] >gi_18635_emb_CAA33215_ 
(X15121) glycinin subunit GI [Glycine max] >gi_169973 
(M36686) glycinin A-la-B-x subunit [Glycine max] 

44294 

euj700697952.hl 

BLASTX 

g3080401 

378 

9.0e-37 

90 
74 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_4455265_emb_CAB36801.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 

44295 

euj700697966.hl 

BLASTX 

gl362615 

155 

1.0e-10 

95 

43 

iswi protein - fruit fly (Drosophila melanogaster) 
>gi_439197 (L27127) ISWI protein [Drosophila melanogaster] 

44296 

euj700697980.hl 

BLASTX 

gl38364 

278 

2.0e-33 " 

95 

86 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

44297 

euj700698020.hl 

BLASTX 

g3063392 

257 

1.0e-22 

85 
64 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 
44298 

euj700698021.hl 
BLASTX 



7070 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2914703 
300 

7.0e-28 

60 

88 

(AC003974) unknown protein [Arabidopsis thaliana] 
44299 

euj700698054.hl 

BLASTX 

gl491710 

205 

2.0e-16 

71 
49 

(X96506) alpha subunit; forms heterodimer with NC2 
alpha/Drl [Homo sapiens] 

44300 

euj700698057.hl 

BLASTX 

gl26737 

268 

5.0e-26 

75 

8 9 

MALATE OXI DOREDUCTASE , CHLOROPLAST PRECURSOR (MALIC ENZYME) 

(ME) (NADP-DEPENDENT MALIC ENZYME) (NADP-ME) 
>gi 65939_pir DEZMMX malate dehydrogenase 

(oxaloacetate-decarboxylating) (NADP+) (EC 1. 
precursor, chloroplast - maize >gi_168528 
NADP-dependent malic enzyme (EC 1.1.1.40) 



.1.1.40) 

(J05130) 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44301 

euj700698063.hl 

BLASTX 

g3746431 

333 

2.0e-31 

68 

91 

(AF038585) pyruvate dehydrogenase kinase isoform 1; PDK1 
[Zea mays] 

44302 

euj700698081.hl 

BLASTX 

g2506139 

259 

4.0e-23 

60 

78 

COATOMER DELTA SUBUNIT (DELTA- COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 



44303 



7071 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



euj700698093.hl 

BLASTX 

g2605510 

172 

7.0e-13 

59 

61 

(AB008 678) alpha subunit of beta conglycinin [Glycine max] 
44304 

fC-gmfl700345191zl 

BLASTN 

gl68460 

428 

0.0e+00 

440 

100 

Zea mays cyclophilin (CyP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44305 

fC-gmf!700895992d3 

BLASTX 

g322551 

267 

2.0e-23 

71 

69 

nucleoside-diphosphate kinase (EC 2.7.4.6) - Arabidopsis 
thaliana >gi_16398_emb_CAA49173_ (X69376) nucleoside 
diphosphate kinase [Arabidopsis thaliana] 

44306 

fC-gmfl700900218fl 

BLASTN 

gl8551 

202 

1.0e-110 

254 
95 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

44307 

fC-gmfl700902387r4 

BLASTN 

gl935018 

105 

6,0e-52 

305 

88 

V.faba mRNA for sucrose transporter 
44308 

f C-gmf 170090394 6hl 

BLASTX 

g!497987 

239 



7072 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-20 

67 

75 

(U62798) SCARECROW [Arabidopsis thaliana] 
44309 

fC-gmfl700904256hl 

BLASTN 

gl794171 

612 

0.0e+00 

638 

99 

Glycine max lipoxygenase-3 mRNA, complete cds 
44310 

fC-gmfl700904492r4 

BLASTX 

g3152599 

374 

6.0e-36 

86 

39 

(AC002986) Strong similarity to lupeol synthase gb_U49919 
and cycloartenol synthase gbJJ02555 from A. thaliana (the 
third gene with similar homology) . [Arabidopsis thaliana] 



44311 

fC-gmfl700905152zl 

BLASTX 

g4126403 

263 

2.0e-46 

142 

61 

(AB0117 96) flavonol 



synthase [Citrus unshiu] 



44312 

fC-gmfl700906963al 

BLASTX 

gl853970 

463 

2.0e-46 

124 

65 

(D88122) CPRD46 protein [Vigna unguiculata] 
44313 

fC-gmle700554424f3 

BLASTX 

g4544399 

302 

1.0e-27 

75 

72 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



7073 



CI 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44314 

fC-gmle700554943f3 

BLASTX 

gll3683 

138 

1.0e-08 

67 

39 

ALPHA- AMYLAS E ISOZYME 3E PRECURSOR (1, 4-ALPHA-D-GLUCAN 

GLUCANOHYDRGLASE ) >gi_100663_pir JT0946 alpha-amylase 3E - 

rice >gi_169773 (M59352) alpha-amylase [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44315 

fC-gmle700555621f3 

BLASTX 

gll42619 

451 

7.0e-45 

149 

69 

(U18348) phaseolin G-box binding protein PG1 
vulgaris] 



[Phaseolus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44316 ' 

fC-gmle700555631d3 

BLASTX 

g4056462 

325 

3.0e-30 

72 
83 

(AC005990) Strong similarity to gb_Y09876 aldehyde 
dehydrogenase (NAD+) from Nicotiana tabacum and a member of 
the aldehyde dehydrogenase family PF_00171. ESTs 
gb_F15117, gb_R83958 and gb_586262 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44317 

fC-gmle700555748bl 

BLASTX 

g4314378 

400 

6.0e-39 

124 

53 

(AC006232) putative lipase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44318 

fC-gmle700556019bl 

BLASTX 

g3702328 

262 

8.0e-23 

59 

80 

(AC005397) putative cytochrome b5 [Arabidopsis thaliana] 



7074 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44319 

fC-gmle700556462d3 

BLASTX 

g4234953 

176 

8.0e-13 

54 

61 

(AF098970) NBS-LRR-like protein cD7 



[Phaseolus vulgaris] 



44320 

fC-gmle700556462f3 

BLASTX 

g2253117 

186 

6.0e-14 

57 

63 

(AF007098) chalcone synthase [Bromheadia f inlaysoniana] 



44321 

fC-gmle700556911bl 

BLASTN 

g558922 

80 

6.0e-37 

199 

86 

Lupinus albus farnesyl pyrophosphate synthase 
complete cds 



(fpsl) mRNA, 



44322 

fC-gmle700557012yl 

BLASTX 

g!703176 

222 

7.0e-18 

163 

34 

NAD-DEPENDENT ALCOHOL DEHYDROGENASE >gi_1085 620_pir S51120 

alcohol dehydrogenase (EC 1.1.1.1) - Sulfolobus sp 
>gi_623348_emb_CAA87591_ (Z47543) alcohol dehydrogenase 
[Sulfolobus sp.] 

44323 

fC-gmle700557012zl 

BLASTX 

gl314712 

389 

6.0e-38 

91 

50 

(U54615) calcium- dependent protein kinase 
thaliana] 



[Arabidopsis 



Seq. No. 



44324 



7075 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-gmle700559577gl 

BLASTX 

g4538947 

235 

3.0e-20 

73 

40 

(AL049483) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

44325 

fC-gmle700559917bl 

BLASTX 

g2688822 

157 

2.0e-10 

64 

56 

(U93272) pyrophosphate-dependent phosphof ructo-l-kinase 
[Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44326 

fC-gmle700560894z2 

BLASTX 

g510876 

506 

2.0e-51 

126 
75 

(X80051) NADP dependent malic enzyme 



[Phaseolus vulgaris] 



44327 

fC-gmle700646043a3 

BLASTN 

g!68466 

234 

1.0e-129 

270 

78 

Corn late embryogenesis-abundant protein 
complete cds 



(EMB5) mRNA, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44328 

fC-gmle700683072bl 

BLASTX 

g3980254 

157 

1.0e-10 

43 

70 

(AJ006053) peroxisomal membrane protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



44329 

fC-gmle700683896bl 

BLASTX 

g913445 



7076 



© 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



297 

7.0e-27 

81 

69 

(S75487) alcohol dehydrogenase ADH=alcohol dehydrogenase 
homolog {EC 1.1.1.1} [Lycopersicon esculentum=tomatoes, cv. 
red cherry, Peptide, 389 aa] [Lycopersicon esculentum] 

44330 

fC-gmle700684428bl 

BLASTX 

g!749734 

218 

8.0e-18 

64 
64 

(D89263) similar to Saccharomyces cerevisiae succinate 
dehydrogenase, SWISS-PROT Accession Number Q00711 
[Schizosaccharomyces pombe] 

44331 

fC-gmle700684751bl 

BLASTX 

g2257743 

224 

2.0e-18 

59 
78 

(U62020) lysine-sensitive aspartate kinase [Arabidopsis 
thaliana] 

44332 

fC-gmle700686201bl 

BLASTX 

gl666096 

174 

2.0e-12 

41 

83 

(Y09113) dioxygenase [Marah macro carpus] 
44333 

fC-gmle700742258al 

BLASTX 

gl706822 

288 

3.0e-26 

84 

60 

FLAVONOL SYNTHASE (FLS) >gi_421946_pir S33510 flavonol 

synthase - garden petunia >gi_311658_emb_CAA80264_ (Z22543) 
flavonol synthase [Petunia x hybrida] 

44334 

fC-gmle700743136al 

BLASTN 

gl69036 



7077 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

4.0e-18 

116 

85 

Pisum sativum L. 



aldolase gene, 3' end cds 



44335 

fC-gmle700872847yl 

BLASTX 

g2708741 

826 

9.0e-89 

190 

84 

(AC003952) hypothetical protein [Arabidopsis thaliana] 
44336 

fC-gmro7000747451fl 

BLASTX 

g4432846 

148 

5.0e-10 

42 

71 

(AC006283) unknown protein [Arabidopsis thaliana] 
44337 

fC-gmro700351289hl 

BLASTX 

g2829885 

378 

4.0e-36 

96 

67 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
44338 

fC-gmro700351289il 

BLASTX 

g3176662 

717 

7.0e-76 

230 

60 

(AC004393) Similar to mannosyl-oligosaccharide glucosidase 
gb_X87237 from Homo sapiens. [Arabidopsis thaliana] 

44339 

fC-gmro700561334al 

BLASTX 

g2582639 

320 

2.0e-29 

138 

53 

(AJ002414) hnRNP-like protein [Arabidopsis thaliana] 



7078 



Seq. No, 
Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44340 

fC-gmro700561429zl 

BLASTN 

g4098966 

40 

6.0e-13 

84 
87 

Glycine max putative reistance gene analog genomic sequence 
44341 

fC-gmro700562679bl 

BLASTX 

gl905785 

224 

2.0e-18 

76 

58 

(Y10685) G/HBF-1 [Glycine max] 
44342 

fC-gmro700563759f2 

BLASTX 

g4539665 

483 

3.0e-50 

132 

72 

(AF061282) polyprotein [Sorghum bicolor] 
44343 

fC-gmro700566777zl 

BLASTX 

g2129550 

570 

5.0e-59 

126 

83 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4 45403 4_emb_CAA2 3031. 1_ (AL 035394) ca 1 ci urn- dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 

44344 

fC-gmro700566893zl 

BLASTX 

g3183106 

392 

6.0e-38 

152 

52 

PROBABLE OXALYL-COA DECARBOXYLASE >gi_1788716 (AE000325) 
putative enzyme [Escherichia coli] 



7079 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44345 

fC-gmro7 00566983gl 

BLASTX 

g730220 

336 

2.0e-31 

169 

42 

OXALYL-COA DECARBOXYLASE >gi_1086099_pir A55219 oxalyl-CoA 

decarboxylase (EC 4.1.1.8) - Oxalobacter formigenes 
>gi_150447 (M77128) oxalyl-CoA decarboxylase [Oxalobacter 
formigenes] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44346 

fC-gmro700567131yl 

BLASTX 

g3719211 

432 

1.0e-42 

143 

62 

(U97021) UIP2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44347 

fC-gmro70064 6337a3 

BLASTN 

g4099918 

43 

3.0e-15 

75 

89 

Triticum aestivum pollen allergen homolog mRNA, 
cds 



complete 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44348 

fC-gmro700745970al 

BLASTN 

g609224 

136 

2.0e-70 

268 

88 

P. sativum mRNA for SAMS-2 >gi_60 955 8__gb_L3 668 1_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44349 

fC-gmro700747348fl 

BLASTN 

g22274 

129 

2.0e-66 

280 
14 

Maize 26S - 17S rDNA spacer region from Black Mexican Sweet 
(BMS) suspension cells 



7080 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44350 

fC-gmro700747451fl 

BLASTN 

gl244652 

164 

3.0e-87 

274 

91 

Zea mays copia-type retroelement 
cds 



PREM-2 gag gene, complete 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



44351 

fC-gmro700834861b2 

BLASTN 

gll43318 

145 

1.0e-75 

306 
98 

Glycine max biotin carboxyl carrier protein precursor 
(accB-1) mRNA, complete cds 

44352 

fC-gmro700835245el 

BLASTN 

g3204100 

64 

8.0e-28 

148 
86 

Cicer arietinum mRNA for hypothetical protein, clone Canl07 
44353 

fC-gmro700843914rl 

BLASTX 

g4559396 

243 

1.0e-20 

93 

52 

(AC006526) unknown protein [Arabidopsis thaliana] 
44354 

fC-gmro700844223d3 

BLASTN 

g21954 

33 

4.0e-09 

45 

93 

Tri folium repens mRNA 
44355 

fC-gmro700847848a2 
BLASTN 
gl518539 



for non-cyanogenic beta-glucosidase 



7081 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146 

1.0e-76 

218 
92 

Glycine max UDP-glucose dehydrogenase mRNA, complete cds 



44356 

fC-gmro700848272f2 

BLASTX 

gl495802 

431 

1.0e-42 

111 

69 

(X96405) 13-lipoxygenase 



[Solanum tuberosum] 



44357 

fC-gmro700867540d3 
BLASTX 
gl311386 
373 

9.0e-36 
102 
69 

Cyanogenic Beta-Glucosidase Mol_id: 1; 



Molecule : Cyanogenic 



Beta-Glucosidase; Chain: Null; Ec: 3.2.1.21 
44358 

fC-gmro700867615fl 

BLASTN 

g3641864 

86 

2.0e-40 

231 

84 

Cicer arietinum mRNA for beta-galactosidase, 
CanBGal-4 



clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44359 

fC-gmro700868013d3 

BLASTX 

g3294469 

162 

1.0e-ll 

52 
58 

(U89342) phosphoglucomut ase 2 



[Zea mays] 



44360 

fC-gmro700875570dl 

BLASTX 

g4191774 

315 

5.0e-29 

93 

65 

(AC005917) putative beta-1, 3-endoglucanase 



[Arabidopsis 



7082 



0 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44361 

fC-gmro700875617dl 

BLASTX 

g4127781 

181 

2.0e-13 

39 
18 

(AJ012588) Notchless protein [Drosophila melanogaster] 



44362 

fC-gmro700877103dl 

BLASTX 

gl743354 

139 

8.0e-09 

37 
70 

(Y09876) aldehyde dehydrogenase 



(NAD+) [Nicotiana tabacum] 



44363 

fC-gmse7000752730dl 

BLASTN 

g2832242 

93 

2.0e-45 

109 
12 

Zea mays 22-kDa alpha zein gene cluster, 



complete sequence 



44364 

fC-gmse7000754068fl 

BLASTN 

g435456 

40 

1.0e-13 

52 

94 

Proso millet gene for aspartate aminotransferase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



44365 

fC-gmse7000755389al 

BLASTX 

g555655 

225 

2.0e-18 

82 
61 

(U06712) DNA-binding protein 
44366 

fC-gmse7000755470dl 

BLASTX 

gl518113 



[Nicotiana tabacum] 



7083 



CI 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



188 

5.0e-14 

63 

65 

(U66193) SLL2 [Brassica napus] 
44367 

fC-gmse700645507a3 

BLASTX 

gl708025 

434 

3.0e-43 

93 

89 

GLYCEROL- 3 - PHOS PHATE DEHYDROGENASE [NAD+] 
>gi_840731_emb_CAA56125_ (X79677) glycerol-3-phosphate 
dehydrogenase (NAD+) [Cuphea lanceolata] 

44368 

fC-gmse70064 6592a3 

BLASTX 

g2497904 

159 

3.0e-ll 

49 

67 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 >gi_1667588 (U77294) 
metallothionein-like protein [Oryza sativa] 
>gi_2326785__emb_CAA69845_ (Y08529) metallothionein-like 
protein [Oryza sativa] >gi_4097338 (U57638) 
metallothionein-like protein [Oryza sativa] >gi_4105603 
(AF048750) metallothionein [Oryza sativa] 



44369 

fC-gmse700654835dl 

BLASTN 

g515748 

40 

2.0e-13 

128 

88 

Soybean chloroplast phytochrome A 
44370 

fC-gmse700654835d6 

BLASTN 

g515748 

196 

1.0e-106 

384 

88 

Soybean chloroplast phytochrome A 
44371 

fC-gmse700654980f4 

BLASTX 

g3252856 



(phyA) gene, complete cds 



(phyA) gene, complete cds 



7084 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201 

5.0e-16 

47 
79 

(AF020425) glutamate decarboxylase isozyme 1 
tabacum] 



[Nicotiana 



44372 

fC-gmse700656786f6 

BLASTN 

g!236950 

141 

1.0e-73 

184 

95 

Glycine max nucleoside diphosphate kinase mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44373 

fC~gmse700657291r2 

BLASTN 

gl!96896 

72 

7.0e-33 

108 
93 

Glycine max acidic ribosomal protein P0 mRNA, complete cds 
44374 

fC-gmse700657837a3 

BLASTX 

g4376158 

139 

6.0e-09 

46 

63 

(X98873) aspartate kinase [Arabidopsis thaliana] 



44375 

fC-gmse700658206r5 

BLASTX 

gl280611 

173 

1.0e-12 

47 

64 

(U53860) steroid reductase 



DET2 [Arabidopsis thaliana] 



44376 

fC-gmse700658613f6 

BLASTN 

g2055227 

226 

1.0e-124 

274 

96 

Glycine max mRNA for SRC1, complete cds 



7085 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44377 

fC-gmse700659714bl 

BLASTN 

g2661127 

84 

1.0e-39 

172 
87 

Glycine max arginase 
44378 

fC-gmse700659714d3 

BLASTN 

g2661127 

104 

2.0e-51 

208 
88 

Glycine max arginase 



(pAGl) mRNA, complete cds 



(pAGl) mRNA, complete cds 



44379 

fC-gmse700660470r5 

BLASTX 

g2194117 

150 

7.0e-10 

49 

57 

(AC002062) Strong similarity to Arabidopsis receptor 
protein kinase PR5K (gb_ATU48 698) . [Arabidopsis thaliana] 

44380 

fC-gmse700668119k2 

BLASTX 

g3928095 

882 

3.0e-95 

219 

73 

(AC005770) putative protein kinase [Arabidopsis thaliana] 
44381 

fC-gmse700669394j2 

BLASTN 

gl330253 

694 

0.0e+00 

694 

100 

Zea mays calcium-dependent protein kinase mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



44382 

fC-gmse700 669501x2 

BLASTN 

g399628 



7086 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

5.0e-10 

71 
89 

Lycopersicon esculentum (DB207) meloidogyne-induced giant 
cell protein mRNA, 3 T end 

44383 

fC-gmse700670050g3 

BLASTN 

g22233 

188 

1.0e-102 

209 
97 

Maize mRNA for catalase 
44384 

fC-gmse700670315g2 

BLASTN 

gl046277 

142 

5.0e-74 

425 

83 

Phaseolus vulgaris embryo- specif ic acidic transcriptional 
activator PvAlf mRNA, complete cds 

44385 

fC-gmse700671180gl 

BLASTX 

g3204108 

237 

1.0e-19 

85 

55 

(AJ006764) putative deoxycytidylate deaminase [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44386 

fC-gmse700671753bl 

BLASTN 

gl772305 

54 

1.0e-21 

110 

87 

Glycine max mRNA for glycinin, 
44387 

fC-gmse700672004ggl 

BLASTX 

g2735256 

331 

1.0e-30 

74 

82 



complete cds 



7087 



II 



NCBI Description (U89683) protein kinase [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44388 

fC-gmse700672157gl 

BLASTN 

g3342803 

275 

1.0e-153 

287 
99 

Zea mays strain B73 putative 6-phosphogluconate 
dehydrogenase mRNA, nuclear gene encoding putative plastid 
protein, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44389 

fC-gmse700672157zl 

BLASTX 

g3075399 

176 

8.0e-13 

49 

73 

(AC004484) SF16-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44390 

fC-gmse700672216gl 

BLASTX 

g2281102 

159 

1.0e-10 

102 
38 

(AC002333) SF16 isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44391 

fC-gmse700672216hl 

BLASTX 

g3641252 

273 

6.0e-24 

182 

9 

(AF053127) 
domestical 



leucine-rich receptor-like protein kinase [Malus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44392 

fC-gmse700672216zl 

BLASTX 

gl934972 

599 

3.0e-62 

176 

62 

(Y08611) 
synthase 



dihydropterin pyrophosphokinase /dihydropteroate 
[Pisum sativum] 



Seq, No. 



44393 



7088 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



fC-gmse700672271fl 

BLASTN 

gl70009 

92 

3.0e-44 

224 

85 

Soybean late embryogenesis abundant 
complete cds 



(LEA) protein mRNA, 



44394 

fC-gmse700672271yl 

BLASTX 

g2258315 

146 

5.0e-09 

107 

18 

(AF004878) resistance complex protein I2C-1 
esculentum] 



[Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44395 

fC-gmse700672319gl 

BLASTX 

g2435511 

569 

1.0e-58 

132 
79 

(AF024504) contains similarity to prolyl 4 -hydroxylase 
alpha subunit [Arabidopsis thaliana] 

44396 

fC-gmse700672582d4 

BLASTN 

g476213 

77 

2.0e-35 

233 

89 

Glycine max Century 84 p24 oleosin isoform A gene f complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44397 

fC-gmse700672582gl 

BLASTX 

gll99467 

843 

1.0e-90 

234 
62 

(D64155) possible aldehyde decarbonylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



44398 

fC-gmse700672649yl 
BLASTX 



7089 



NCBI GI g3805847 

BLAST score 199 

E value 3.0e-15 

Match length 71 

% identity 58 

NCBI Description (AL031986) putative protein [Arabidopsis thaliana] 

Seq. No. 44399 

Seq. ID fC-gmse700672974gl 

Method BLASTX 

NCBI GI g2252472 

BLAST score 409 

E value 7.0e-40 

Match length 126 

% identity 60 

NCBI Description (Z97558) argininosuccinate lyase [Arabidopsis thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44400 

fC-gmse700672974zl 

BLASTX 

g4220485 

525 

2.0e-53 

210 

47 

(AC006069) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44401 

fC-gmse700673793d3 

BLASTN 

g476215 

60 

3.0e-25 

163 

88 

Glycine max Century 84 p24 oleosin isoform B gene, complete 
cds 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44402 

fC-gmse700673793d4 

BLASTN 

g476215 

41 

9.0e-14 

118 
82 

Glycine max Century 84 p24 oleosin isoform B gene, 
cds 



complete 



Seq. No. 44403 

Seq. ID fC-gmse700673793r4 

Method BLASTN 

NCBI GI g476215 

BLAST score 90 

E value 2,0e-43 

Match length 146 



7090 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

Glycine max Century 84 p24 oleosin isoform B gene, complete 
cds 

44404 

fC-girtse700674044d3 

BLASTN 

g736001 

55 

3.0e-22 

140 

84 

G.soja (SHI) Gy5 mRNA for glycinin 



44405 

fC-gmse700674044d4 

BLASTN 

gl772307 

74 

2.0e-33 

118 

91 

Glycine max mRNA for glycinin, 



complete cds 



44406 

fC-gmse700674044d5 

BLASTN 

g736001 

37 

1.0e-ll 

117 
89 

G.soja (SHI) Gy5 mRNA for glycinin 
44407 

fC-gmse700674467hl 

BLASTX 

g4204303 

298 

7.0e-27 

74 

73 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



44408 

fC-gmse700675569il 

BLASTX 

gl497987 

312 

1.0e-28 

68 
84 

(U627 98) SCARECROW 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



44409 

fC-gmse700675914a3 



7091 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4097879 

200 

1.0e-108 

500 

85 

Bean pod mottle virus complete segment RNAl polyprotein 
gene, complete cds 

44410 

fC-gmse700675914hl 

BLASTN 

g4097879 

169 

6.0e-90 

584 

84 

Bean pod mottle virus complete segment RNAl polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44411 

fC-gmse700725419fl 

BLASTN 

g2244739 

34 

5.0e-10 

86 

85 

Cotton mRNA for endo-1, 4-beta-glucanase, 
partial cds 



clone CF996, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44412 

fC-gmse700725647bl 

BLASTX 

g!168529 

152 

5.0e-10 

37 

73 

SERINE/THREONINE-PROTEIN KINASE ASK1 >gi_541890_pir S36944 

probable serine/threonine-specif ic protein kinase (EC 
2.7.1.-) (clone ASK1) - Arabidopsis thaliana >gi_166882 
(M91548) serine/threonine kinase [Arabidopsis thaliana] 
>gi_1931648 (U95973) Ser/Thr kinase [Arabidopsis thaliana] 

44413 

fC-gmse700750575a2 

BLASTX 

g282881 

145 

1.0e-ll 

53 

70 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166846 (M84658) receptor-like protein kinase 
[Arabidopsis thaliana] 



7092 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44414 

fC-gmse7007 86268d2 

BLASTN 

g3327388 

178 

2.0e-95 

432 

6 

Arabidopsis thaliana chromosome II BAC T12J2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


44415 


Seq. ID 


fC-gmse700830015dl 


Method 


BLASTX 


NCBI GI 


g349379 


BLAST score 


148 


E value 


2.0e-09 


Match length 


73 


% identity 


60 - 


NCBI Description 


(L22847) HAHB-1 [Helianthus annuus] 


Seq. No. 


44416 


Seq. ID 


fC-gmse700830206dl 


Method 


BLASTX 


NCBI GI 


gl903357 


BLAST score 


279 


E value 


1.0e-24 


Match length 


83 


% identity 


60 


NCBI Description 


(AC000104) Strong similarity to Arabidopsis 



2A6 



(gb_X83096) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44417 

fC-gmse700836747bl 

BLASTX 

g2462754 

175 

5.0e-16 

130 
36 

(AC002292) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44418 

fC-gmse700837723bl 

BLASTX 

g3641252 

186 

2.0e-33 

243 

20 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



44419 

fC-gmse700838914bl 

BLASTX 

g2351136 



7093 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



137 

2.0e-13 

106 
36 

(D85202) 



S glycoprotein [Brassica oleracea] 



44420 

fC-gmse700839502bl 

BLASTX 

g3461835 

114 

1.0e-10 

53 
52 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 



44421 

fC-gmse700843126fl 

BLASTX 

g2827711 

166 

4.0e-12 

44 
70 

(AL021684) oxoglutarate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



44422 

fC-gmse700850069fl 

BLASTX 

g4539330 

179 

4.0e-13 

98 
52 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

44423 

fC-gmse700850850dl 

BLASTX 

g2245077 

175 

1.0e-12 

59 

54 

(Z97343) glucanase homolog [Arabidopsis thaliana] 
44424 

fC-gmse800839958hl 

BLASTX 

gl480670 

234 

8.0e-20 
69 



7094 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(U60267) delta l-pyrroline-5-carboxylate synthetase 
[Lycopersicon esculentum] 

44425 

fC-gmst700605139a2 

BLASTX 

g3128225 

357 

2.0e-34 

81 

85 

(AC004077) unknown protein [Arabidopsis thaliana] 
44426 

fC-gmst700605255a2 

BLASTX 

gll84075 

156 

1.0e-10 

70 

2 

(U42444) Cf-2.1 
>gi_1587673_prf 
esculentum] 



[Lycopersicon pimpinellif olium] 
2207203A Cf-2 gene [Lycopersicon 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



44427 

fC-gmst700605481a2 

BLASTN 

g559535 

123 

4.0e-63 

173 

94 

2. mays mRNA for metallothionein 
44428 

fC-gmst700647969a3 

BLASTX 

g2499488 

381 

3.0e-37 

79 
94 

PYROPHOSPHATE — FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) (6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE) ) 
( P YRO PHOS PHATE - DE PENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 
(PPI-PFK) >gi_483547__emb_CAA83682_ (Z32849) 
pyrophosphate- dependent phosphof ructokinase alpha subunit 
[Ricinus communis] 

44429 

fC-gmst700648616a3 

BLASTX 

gl351107 

146 

9.0e-10 



7095 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



48 
56 

SUCROSE -PHOSPHATE SYNTHASE {UDP-GLUCOSE-FRUCTOSE-PHOSPHATE 

GLUCOS YLTRANS FERASE ) >gi_l 3 6 1 9 7 1 jp i r S 55253 

sucrose-phosphate synthase - sugar beet 
>gi_1488568_emb_CAA57500_ (X81975) sucrose-phosphate 
synthase [Beta vulgaris] 

44430 

fC-gmst700648873a3 

BLASTX 

g2134385 

143 

2.0e-09 

34 

79 

protein kinase - chicken >gi_571460 (U16656) protein kinase 
[Gallus gallus] 

44431 

fC-gmst700649106a3 

BLASTN 

gl800216 

89 

1.0e-42 

145 

91 

Sorghum bicolor phytochrome B 



(PHYB) gene, partial cds 



44432 

fC-gmst700649626gl 

BLASTX 

g2880049 

112 

1.0e-09 

67 

46 

(AC002340) hypothetical protein [Arabidopsis thaliana] 



44433 

fC-gmst700650111a3 

BLASTN 

g553071 

253 

1.0e-140 

261 
99 

Maize catalase (Cat2) 



mRNA, 3' end 



44434 

fC-gmst700651372d4 

BLASTN 

gl69988 

190 

1.0e-102 

310 
91 



7096 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Glycine max NADP-specif ic isocitrate dehydrogenase (idhl) 
mRNA, 3 f end 



44435 

fC-gmst700661063a3 

BLASTN 

g20061 

124 

2.0e-63 

252 

87 

Oenothera elata subsp. 
inhibitor homologue 



hookeri mRNA for protein kinase C 



44436 

fC-gmst700665136f2 

BLASTN 

g!70009 

172 

7.0e-92 

244 

93 

Soybean late embryogenesis abundant 
complete cds 



(LEA) protein mRNA, 



44437 

fC-gmst700665919a2 

BLASTN 

gl046277 

38 

3.0e-12 

89 

86 

Phaseolus vulgaris embryo-specif ic acidic transcriptional 
activator PvAlf mRNA, complete cds 

44438 

fC-gmst700888494rl 

BLASTN 

g726029 

76 

6.0e-35 

132 

89 

Actinidia chinensis S-adenosylmethionine synthetase mRNA, 
complete cds 

44439 

fC-gmst700891140d3 

BLASTX 

g!168413 

164 

6.0e-12 

43 

70 

FRUCTOSE-BISPHOSPHATE ALDOLASE >gi_1074103_pir C64074 

f ructose-bisphosphate aldolase (fba) homolog - Haemophilus 



7097 



influenzae (strain Rd KW20) >gi_1573507 (U32734) 
f ructose-bisphosphate aldolase (fba) [Haemophilus 
influenzae Rd] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44440 

fde700870516.hl 

BLASTX 

g3914472 

163 

5.0e-18 

63 

79 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_322764_pir S32021 photosystem II 10K protein - cortunon 

tobacco >gi_22669_emb_CAA4 9693_ (X70088) NtpIIlO [Nicotiana 
tabacuia] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44441 

fde700870585.hl 

BLASTX 

g3249072 

185 

1.0e-22 

81 

74 

(AC004473) Contains similarity to hypothetical 43.1 KD 
protein in NDK-GCPE intergenic region gb__4 93519 from E. 
coli sequence gb_U02965. [Arabidopsis thaliana] 



44442 

fde700870634.hl 

BLASTN 

g20728 

56 

6.0e-23 

136 

85 

Pea chloroplast GAPA mRNA encoding 
glyceraldehyde-3-phosphate dehydrogenase (GAPDH) 
(EC 1,2.1.13) 



subunit A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



44443 

fde700870642.hl 

BLASTX 

g2760323 

159 

3.0e-15 

54 
81 

(AC002130) F1N21. 
44444 

fde700870684«hl 

BLASTX 

g3142303 

297 

2.0e-27 



8 [Arabidopsis thaliana] 



7098 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 
48 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L4 9379 from Rattus norvegicus. 
[Arabidopsis thaliana] 

44445 

fde700870722.hl 

BLASTN 

gl053215 

179 

3.0e-96 

255 

96 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

44446 

fde700870729,hl 

BLASTX 

g417038 

307 

2.0e-28 

79 

68 

TRANSCRIPTIONAL ACTIVATOR GCN5 >gi_283135_pir S28051 

transcription factor GCN5 - yeast (Saccharomyces 
cerevisiae) >gi_3736_emb_CAA48602_ (X68628) GCN5 protein 
[Saccharomyces cerevisiae] >gi_1323458_emb_CAA97281_ 
(Z73037) ORF YGR252w [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44447 

fde700870786.hl 

BLASTX 

g3402699 

222 

1.0e-18 

73 

71 

(AC004261) unknown protein [Arabidopsis thaliana] 



44448 

fde700870833.hl 

BLASTN 

g4389416 

47 

1.0e-17 

136 

93 

Glycine max nitrate reductase 



(nr2) gene, partial cds 



44449 

fde700870838.hl 

BLASTN 

g2342957 

41 



7099 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-14 

57 
93 

Glycine tabacina ribulose 1, 5-bisphosphate 
carboxylase-oxygenase large subunit (rbcL) gene, 
choloroplast gene encoding chloroplast protein, partial cds 

44450 

fde700870842.hl 

BLASTX 

g2618691 

237 

3.0e-20 

54 

81 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

44451 

fde700870843.hl 

BLASTX 

g3763927 

178 

2.0e-13 

83 

57 

(AC004450) putative carboxyphosphoenolpyruvate mutase 
[Arabidopsis thaliana] 

44452 

fde700870940.hl 

BLASTN 

g643454 

114 

1.0e-57 

237 

87 

Aureobasidium pullulans translation elongation factor 
1-alpha (tefl) gene, complete cds 

44453 

fde700870992.hl 

BLASTX 

g2500107 

236 

2.0e-20 

55 
82 

DNA REPAIR PROTEIN RAD51 HOMOLOG >gi_1143810 (U22441) 
LeRAD51 [Solanum lycopersicum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



44454 

fde700871017.hl 

BLASTN 

g2661020 

194 

1.0e-105 



7100 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222 
97 

Glycine max catalase (cat4) mRNA, complete cds 



44455 

fde700871024.hl 

BLASTX 

g4115563 

190 

9.0e-15 

81 

51 

(AB013598) 
[Verbena x 



UDP-glucose:anthocyanin 5- 
hybrida] 



■O-glucosyltransf erase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44456 

fde700871050.hl 

BLASTX 

g3776557 

195 

2.0e-15 

68 

54 

(AC005388) Contains similarity to gi_2924495 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 

44457 

fde700871051.hl 

BLASTX 

g3367578 

284 

1.0e-25 

73 
73 

(AL031135) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44458 

fde700871174.hl 
BLAST N 
g3021356 
56 

6.0e-23 

68 

96 

Cyamopsis tetragonoloba mRNA for UDP-galactose 4-epimerase, 
clone GEPI48 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44459 

fde700871196.hl 

BLASTN 

gll50683 

52 

1.0e-20 

210 

82 



7101 



NCBI Description V.radiata atpB, rbcL and trnK genes 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



44460 

fde700871314.hl 

BLASTX 

gll70646 

146 

i.0e-09 

71 

39 

SERINE/THREONINE-PROTEIN KINASE RIM15 

>gi_1084696_pir S56221 hypothetical protein YFL033c - 

yeast (Saccharomyces cerevisiae) >gi_836721_dbj_BAA09206_ 
(D50617) YFL033C [Saccharomyces cerevisiae] >gi_2213667 
(U83459) RimlSp [Saccharomyces cerevisiae] 
>gi_3250892_emb_CAA04486_ (AJ001030) putative 
serine/threonine protein kinase [Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44461 

fde700871345.hl 

BLASTX 

gl620920 

128 

5.0e-10 

64 

59 

(Y08886) 23kD protein of oxygen evolving system of 
photosystem II [Brassica juncea] 

44462 

fde700871367.hl 

BLASTN 

g2924257 

69 

1.0e-30 

181 

85 

Tobacco chloroplast genome DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44463 

fde700871395.hl 

BLASTX 

g4468810 

171 

1.0e-12 

66 

45 

(AL035601) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44464 

fde700871443.hl 

BLASTX 

g282929 

176 

4.0e-13 

81 
48 



7102 



NCBI Description carbonate dehydratase (EC 4.2.1.1) - garden pea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identify 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44465 

fde700871472.hl 

BLASTX 

g2191151 

140 

6.0e-09 

78 
35 

(AF007269) contains similarity to membrane associated 
salt-inducible protein [Arabidopsis thaliana] 

44466 

fde700871478.hl 

BLASTX 

g2853087 

382 

2.0e-37 

80 
90 

(AL021768) putative protein [Arabidopsis thaliana] 
44467 

fde700871487.hl 

BLASTX 

g3928543 

153 

2.0e-10 

78 
38 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44468 

fde700871534.hl 

BLASTN 

gl66379 

91 

8.0e-44 

209 
70 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



44469 

fde700871536.hl 

BLASTX 

g2781347 

177 

2.0e-13 

74 

53 

(AC003113) F2401, 
44470 

fde700871633.hl 



3 [Arabidopsis thaliana] 



7103 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

gll50683 

65 

3.0e-28 

227 

81 

V.radiata atpB, rbcL and trnK genes 



44471 

fde700871767.hl 

BLASTN 

g3281845 

41 

5.0e-14 

65 

91 

Arabidopsis thaliana 
transcription factor 



mRNA for LATE ELONGATED HYPOCOTYL MYB 



[Arabidopsis thaliana] 



44472 

fde700871818.hl 

BLASTX 

g3643611 

218 

3.0e-18 

66 
58 

(AC005395) putative casein kinase 
44473 

fde700871869.hl 

BLASTX 

g225267 

250 

8.0e-22 

80 

56 

ORF 1244 [Nicotiana tabacum] 



44474 

fde700871894.hl 

BLASTX 

g2245004 

177 

4.0e-14 

64 

55 

(Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 

44475 

fde700871895.hl 

BLASTX 

g3746071 

238 

1.0e-20 
81 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Hatch length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



62 

(AC005311) putative GTP-binding protein [Arabidopsis 
thaliana] 

44476 

fde700871910.hl 

BLASTN 

g343022 

50 

2.0e-19 

62 
95 

Pea chloroplast photosystem II gene encoding the D2 and 
44kd chlorophyll a-binding proteins, complete cds 

44477 

fde700871938.hl 

BLASTN 

g4406529 

60 

2.0e-25 
144 

85 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

44478 

fde700871950.hl 

BLASTN 

g3059094 

72 

2.0e-32 

168 
86 

Glycine max mRNA for magnesium chelatase subunit 
44479 

fde700872054.hl 

BLASTX 

gl34615 

263 

2.0e-23 

64 
73 

SUPEROXIDE DISMUTASE (CU-ZN) >gi_101875_pir A36591 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - Neurospora 
crassa >gi_168909 (M58687) Cu/Zn-superoxide dismutase 
[Neurospora crassa] 

44480 

fde700872167.hl 

BLASTX 

g3021283 

157 

2.0e-24 

76 

80 
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NCBI Description 



(AL022347) serine/threonine kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44481 

fde700872206.hl 

BLASTX 

g267055 

264 

1.0e-23 

73 

68 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLTRANSFERASE) 

>gi_66572_pir YUMU sucrose synthase (EC 2.4.1.13) - 

Arabidopsis thaliana >gi__16526_emb_CAA43303_ (X60987) 
sucrose synthase [Arabidopsis thaliana] 

44482 

fde700872458.hl 

BLASTX 

gl293099 

161 

2.0e-ll 

80 

42 

(U53884) aimless RasGEF [Dictyostelium discoideum] 
44483 

fde700872481.hl 

BLASTX 

g2435517 

204 

2.0e-16 

74 

49 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 

44484 

fde700872665.hl 

BLASTX 

g3451068 

263 

2.0e-23 

77 

74 

(AL031326) putative protein [Arabidopsis thaliana] 
44485 

fde700872703.hl 

BLASTX 

gll68411 

199 

9.0e-16 

69 
68 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



7106 





Seq. No. 


44486 




Seq. ID 


fde700872707.hl 




Method 


BLASTX 




NCBI GI 


g2673910 




BLAST score 


183 




E value 


5.0e-14 




Match length 


82 




% identity 


49 




NCBI Description 


(AC002561) hypothetical protein [Arabidopsis thaliana 




Seq. No. 


44487 




Seq. ID 


fde700872718.hl 




Method 


BLASTX 




NCBI GI 


g3540180 




BLAST score 


182 




E value 


5.0e-14 




Match length 


48 




% identity 


69 




NCBI Description 


(AC004122) Unknown protein [Arabidopsis thaliana] 




Seq. No. 


44488 


CP 


Seq. ID 


fde700872776.hl 




Method 


BLASTX 




NCBI GI 


g3334667 


s:sr 


BLAST score 


169 




E value 


2.0e-12 


CP 


Match lenath 


82 




% identity 


43 


L=3= 


NCBI Description 


(Y104 93) putative cytochrome P450 [Glycine max] 




Seq. No. 


44489 


rr 


Seq. ID 


fde700872802.hl 




Method 


BLASTX 




NCBI GI 


g3395432 




BLAST score 


229 




E value 


2. Oe-19 




Match length 


55 




% identity 


71 




NCBI Description 


(AC004 683) unknown protein [Arabidopsis thaliana] 




Seq. No. 


44490 




Seq. ID 


fde700872896.hl 




Method 


BLASTN 




NCBI GI 


g3985934 




BLAST score 


42 




E value 


1.0e-14 




Match length 


86 




% identity 


87 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI cl 






MJE7, complete sequence [Arabidopsis thaliana] 




Seq. No. 


44491 




Seq. ID 


fde700872921.hl 




Method 


BLASTX 




NCBI GI 


g2959767 




BLAST score 


342 




E value 


1.0e-32 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 
78 

(AJ002584) AtMRP4 [Arabidopsis thaliana] >gi_3738292 
(AC005309) glutathione-conjugate transporter At MRP 4 
[Arabidopsis thaliana] 

44492 

fde700872947.hl 

BLASTN 

g3550551 

39 

9.0e-13 

59 

92 

Pisum sativum hsfA gene, exons 1 to 2, partial 
44493 

fde700872950.hl 

BLASTN 

g429117 

98 

5.0e-48 

206 

87 

P.cinnamomi GRP78/B1P gene 
44494 

fde700872964.hl 

BLASTN 

gl69157 

100 

4.0e-49 

188 

88 

Pisum sativum serine hydroxymethyl trans f erase mRNA, 
complete cds 

44495 

fde700872978.hl 

BLASTX 

g2677828 

128 

6.0e-17 

79 
47 

(U93166) cysteine protease [Prunus armeniaca] 
44496 

fde700872990.hl 

BLASTX 

g4490314 

299 

9.0e-28 

67 

76 

(AL035678) putative protein [Arabidopsis thaliana] 



7108 



CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44497 

fde700872996.hl 

BLASTX 

gl708191 

270 

4.0e-24 

63 

76 

HEXOSE CARRIER PROTEIN HEX 6 >gi__4 67319 
carrier protein [Ricinus communis] 



(L08188) hexose 



Seq. No. 
Seq. ID 



44498 

fde700873018.hl 

BLASTX 

g4415937 

191 

8.0e-15 

89 
47 

(AC006418) hypothetical protein [Arabidopsis thaliana] 
44499 

fde700873042.hl 

BLASTX 

g441457 

355 

4.0e-34 

83 
78 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculent urn] 

44500 

fde700873047.hl 

BLASTX 

gll68970 

232 

1.0e-19 

80 

57 

MINOR ALLERGEN CLA H 5 (CLA H V) >gi_108 604 6_pir S 4 31 16 

minor allergen - Cladosporium herberum 
>gi_467629_emb_CAA55068_ (X78224) minor allergen 
[Cladosporium herbarum] 

44501 

fde700873131.hl 

BLASTN 

gl8644 

199 

1.0e-108 

250 

95 

Soybean mRNA for HMG-1 like protein 
44502 

fde700873158.hl 
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Method BLASTX 

NCBI GI g3355486 

BLAST score 220 

E value 3.0e-18 

Match length 66 

% identity 70 

NCBI Description (AC004218) unknown protein [Arabidopsis thaliana] 

Seq. No. 44503 

Seq. ID fde700873180.hl 

Method BLASTX 

NCBI GI g4115383 

BLAST score 239 

E value 1.0e-20 

Match length 78 

% identity 58 

NCBI Description (AC005967) receptor-like protein kinase [Arabidopsis 



thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44504 

fde700873216.hl 

BLASTX 

g4314378 

284 

9.0e-26 

87 
55 

(AC006232) putative lipase [Arabidopsis thaliana] 
44505 

fde700873259.hl 

BLASTX 

g3402749 

228 

3.0e-19 

81 
51 

(AL031187) putative protein [Arabidopsis thaliana] 
44506 

fde700873267.hl 

BLASTN 

g2970050 

97 

2.0e-47 

109 

97 

Vigna radiata mRNA for ARG10, complete cds 
44507 

fde700873359.hl 

BLASTX 

g2213599 

149 

5.0e-10 

60 

47 



7110 



NCBI Description (AC000348) T7N9.19 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44508 

fde700873362.hl 

BLASTN 

g20755 

38 

4.0e-12 

50 
94 

P. sativum raRNA rab for ras-related GTP-binding protein 
44509 

fde700873375.hl 

BLASTX 

g82083 

394 

9.0e-39 

80 
96 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato (fragment) 
>gi_1161573_emb_CAA41116_ (X58109) enolase [Lycopersicon 
esculentum] 

44510 

fde700873392.hl 

BLASTN 

g!67265 

74 

1.0e-33 

126 

90 

Mesembryanthemum crystallinum phosphoribulokinase mRNA, 
complete CDS 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



44511 

fde700873445.hl 

BLASTX 

gl495366 

148 

8.0e-10 

83 
37 

(Z69370) nitrite transporter 



[Cucumis sativus] 



44512 

fde700873476.hl 

BLASTX 

g2244867 

252 

5.0e-22 

85 

53 

(Z97337) hydroxynitrile lyase [Arabidopsis thaliana] 
44513 

fde700873491.hl 



7111 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3721856 

196 

4.0e-32 

82 
71 

(AB014057) beta-Amyrin Synthase [Panax ginseng] 
44514 

fde700873510.hl 

BLASTX 

g3688350 

165 

7.0e-12 

71 
49 

(AL030996) dJ1189B24.4 (novel PUTATIVE protein similar to 
hypothetical proteins S. pombe C22F3.14C and C. elegans 
C16A3.8) [Homo sapiens] 

44515 

fde700873511.hl 

BLASTX 

g2352084 

155 

1.0e-10 

77 

54 

(U96613) serine/threonine kinase [Arabidopsis thaliana] 
44516 

fde700873531.hl 

BLASTN 

g456567 

40 

2.0e-13 

68 

90 

Pisum sativum ubiquitin conjugating enzyme (UBC4 ) , complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



44517 

fde700873585.hl 

BLASTX 

g3402485 

149 

4.0e-10 

45 

56 

(AB014888) MRJ [Homo sapiens] 
44518 

fde700873592.hl 

BLASTX 

g4566435 

174 

5.0e-13 



7112 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



71 
49 

(AF087672) eRFS [Mus musculus] 
44519 

fde700873650.hl 

BLASTX 

g2244905 

208 

6.0e-17 

79 

51 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44520 

fde700873670.hl 

BLASTX 

g631001 

272 

2.0e-24 

78 
63 

alpha-N-acetylgalactosaminidase - chicken >gi_4 35037 
(L18754) alpha-N-acetylgalactosaminidase [Gallus gallus] 

44521 

fde700873672.hl 

BLASTX 

g4467151 

197 

1.0e-15 

79 

52 

(AL035540) putative protein [Arabidopsis thaliana] 
44522 

fde700873706.hl 

BLASTX 

g4006869 

201 

1.0e-17 

84 
57 

(299707) patatin-like protein [Arabidopsis thaliana] 
44523 

fde700873716.hl 

BLASTX 

gl749542 

263 

3.0e-23 

86 

60 

(D89167) similar to Saccharomyces cerevisiae 
5-methyltetrahydropteroyltriglutamate-homocysteine 
s-methyltransferase, SWISS-PROT Accession Number P05694 



7113 



[Schizosaccharomyces pombe] 



Seq. No. 


A A C O A 

44524 


Seq. ID 


fde700873723.hl 


Method 


BLASTN 


NCBI GI 


g20740 


BLAST score 


80 


E value 


3.0e-37 


Match length 


200 


% identity 


85 


NCBI Description 


Pisum sativum mRNA for P protein, a part of glycine 




cleavage complex 


Seq. No. 


A A C O C 


Seq. ID 


fde700873726.hl 


Method 


BLASTX 


NCBI GI 


g4337196 


BLAST score 


177 


E value 


3.0e-13 


Match length 


87 


% identity 


48 


NCBI Description 


(AC006403) putative serine/threonine receptor kinase 




[Arabidopsis thaliana] 


Seq. No. 


44526 


Seq. ID 


fde700873749.hl 


Method 


BLASTN 


NCBI GI 


gll565 


BLAST score 


77 


E value 


2.0e-35 


Match length 


81 


% identity 


99 


NCBI Description 


Soybean chloroplast psb A gene coding for photosystem I 




thylakoid membrane protein 


Seq. No. 


44527 


Seq. ID 


fde700873763.hl 


Method 


BLASTN 


NCBI GI 


gl619904 


BLAST score 


86 


E value 


8.0e-41 


Match length 


117 


% identity 


94 


NCBI Description 


Glycine max thiol protease isoform A mRNA, partial cds 


Seq. No. 


44528 


Seq. ID 


fde700873776.hl 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


253 


E value 


1.0e-140 


Match length 


253 


% identity 


100 


NCBI Description 


Glycine max ribulose-1, 5-bisphosphate carboxylase small 




subunit mRNA, complete cds 


Seq. No. 


44529 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



fde700873787, 

BLASTN 

g2739003 



hi 



5.0e-42 

172 

92 

Glycine max cytochrome P450 monooxygenase CYP82Clp 
(CYP82C1) mRNA, complete cds 

44530 

fde700873796.hl 

BLASTN 

g725331 

48 

4.0e-18 

48 
100 

Glycine max mitochondrion polymorphic marker DNA sequence 
44531 

fde700873802.hl 

BLASTX 

g2281086 

219 

4.0e-18 

84 

51 

(AC002333) indole-3-acetate beta-glucosyltransf erase isolog 
[Arabidopsis thaliana] 

44532 

fde700873808.hl 

BLASTX 

g3805850 

188 

1.0e-14 

39 
87 

(AL031986) putative protein [Arabidopsis thaliana] 



44533 

fde700873824.hl 

BLASTX 

g2760325 

127 

3.0e-10 

59 

66 

(AC002130) F1N21.10 



[Arabidopsis thaliana] 



44534 

fde700873877.hl 

BLASTX 

g4249386 

260 

3.0e-23 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



75 
69 

(AC005966) Strong similarity to gb_AF061286 gamma-adaptin 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 
gene. [Arabidopsis thaliana] 



44535 

fde700873879.hl 

BLASTN 

g3341716 

34 

8.0e-10 

82 

85 

Arabidopsis thaliana ACC oxidase 



(AC02) mRNA, complete cds 



44536 

fde700873962.hl 

BLASTX 

gl351772 

315 

2.0e-29 

81 

74 

HYPOTHETICAL 51.9 KD PROTEIN YCF45 (ORF455) 
>gi_1185186_emb_CAA91669_ (Z67753) ORF455, homologous to 
Porphyra ORF565 [Odontella sinensis] 

44537 

fde700873977.hl 

BLASTX 

g2252840 

180 

1.0e-13 

57 

56 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 

44538 

fde700874065.hl 

BLASTX 

g3063392 

230 

2.0e-19 

70 

63 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 
44539 

fde700874082.hl 

BLASTX 

gl!8494 

280 

2.0e-25 

83 

65 



7116 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ALDEHYDE DEHYDROGENASE, CYTOSOLIC (CLASS 1) (ALHDII) 

(ALDH-E1) >gi_89113_pir S02302 aldehyde dehydrogenase 

(NAD+) (EC 1.2.1.3) 1, cytosolic - horse 

44540 

fde700874107.hl 

BLASTX 

gll70922 

223 

1.0e-18 

76 

54 

AMMONIUM TRANSPORTER MEP2 >gij_084510_pir S51089 ammonium 

transport protein MEP2 - yeast (Saccharomyces cerevisiae) 
>gi_619514_emb_CAA58587_ (X83608) ammonium transporter 
[Saccharomyces cerevisiae] >gi_854496_emb_CAA86884_ 
(Z4 6843) NH3 permease [Saccharomyces cerevisiae] 
>gi_1302091_emb_CAA96025_ (Z71418) ORF YNL142w 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44541 

fde700874178.hl 
BLAST N 
gl66763 
59 

9.0e-25 

143 

85 

A.thaliana heat shock protein HSP70-2 
(partial) 



gene, exons 1 and 2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44542 

fde700874203.hl 

BLASTX 

g99737 

195 

3.0e-17 

69 

71 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi_1618 9_emb_CAA4 6815_ (X66017) 
NADPH- ferrihemoprotein reductase [Arabidopsis thaliana] 

44543 

fde700874426.hl 

BLASTX 

g3395426 

252 

4.0e-22 

67 

67 

(AC004 683) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



44544 

fde700874452.hl 

BLASTN 

gl055367 



7117 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153 

8.0e-81 

233 

92 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44545 

fde700874587 
BLASTX 
g2252843 
128 

6.0e-12 

80 

52 

(AF013293) No 



hi 



definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44546 

fde700874610.hl 

BLASTX 

g4490704 

173 

1.0e-12 

87 

56 

(AL035680) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44547 

fde700874646.hl 

BLASTX 

g2146731 

114 

2.0e-14 

79 

35 

FK506-binding protein - Arabidopsis thaliana >gi__1354207 
(U49453) rofl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44548 

fde700874651.hl 

BLASTX 

g2623301 

167 

5.0e-12 

43 

65 

(AC002409) putative kinase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44549 

fde700874688.hl 

BLASTN 

g2661020 

253 

1.0e-140 

253 

100 

Glycine max catalase 



(cat4) mRNA, complete cds 



7118 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44550 

fde700874727.hl 

BLASTN 

g!70071 

192 

1.0e-104 

247 
95 

Soybean calmodulin (SCaM-2) mRNA, complete cds 
44551 

fde700874739.hl 

BLASTX 

g3334320 

268 

7.0e-24 

72 

69 

40S RIBOSOMAL PROTEIN SA {P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44552 

fde700874751.hl 

BLASTX 

g99982 

305 

3.0e-28 

81 

69 

isoflavone reductase - alfalfa >gi_19620_emb_CAA41106_ 
(X58078) isoflavone reductase [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44553 

fde700874752.hl 

BLASTN 

g343022 

50 

3.0e-19 

58 
97 

Pea chloroplast photosystem II gene encoding the D2 and 
44kd chlorophyll a-binding proteins, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44554 

fde700874763.hl 

BLASTX 

g399014 

153 

1.0e-10 

46 

59 

ADP, ATP CARRIER PROTEIN (ADP/ATP TRANSLOCASE) (ADENINE 

NUCLEOTIDE TRANSLOCATOR) (ANT) >gi_994 4 4_pir A41677 

ADP, ATP carrier protein - Chlorella kessleri >gi_516597 
(M76669) ATP /ADP translocator [Chlorella kessleri] 



7119 



Seq. No. 


44555 


Seq. ID 


rae /uuo / 4 / oy . ni 


Method 


BLASTX 


NCBI GI 


g4538965 


BLAST score 


166 


E value 


6 . Oe-12 


Match length 


55 


% identity 


49 


NCBI Description 


(ALU4y4oo) nypot.net.icai proiein [/iraDiaopsis T_nanaricij 


Seq. No. 


44556 


Seq. ID 


rae /uuo / 4 / /y.ni 


Method 


BLASTX 


NCBI GI 


g2245115 


BLAST score 


141 


E value 


5 . Oe-09 


Match length 


82 


% identity 


41 


NCBI Description 


(Z97343) unnamed protein product [Arabidopsis thaliana 


Seq. No. 


44557 


Seq. ID 


f de7008747 90 . hi 


Method 


BLASTX 


NCBI GI 


g629641 


BLAST score 


120 


E value 


1. Oe-09 


Match length 


64 


% identity 


62 


NCBI Description 


PsHSC71.0 protein - garden pea >gi_107 6530_pir SoJoUU 




HSC71.0 protein - garden pea >gi_473217_emb_CAA8354 8__ 




(Z32537) PsHSC71.0 [Pisum sativum] 


Seq. No. 


44558 


Seq. ID 


fde700874805 . nl 


Method 


BLASTN 


NCBI GI 


gl69036 


BLAST score 


42 


E value 


2 .Oe-14 


Match length 


74 


% identity 


89 


NCBI Description 


Pisum sativum L. aldolase gene, 3' end cds 


Seq. No. 


44559 


Seq. ID 


rae /uuo / 4 o / i . ni 


Method 


BLASTX 


NCBI GI 


g462739 


BLAST score 


229 


E value 


2.0e-19 


Match length 


83 



% identity 

NCBI Description 



57 

NPL4 PROTEIN >gi_422119_pir S34340 NPL4 protein - yeast 

(Saccharomyces cerevisiae) >gi_312610_emb_CAA51026_ 
(X72224) NPL4 [Saccharomyces cerevisiae] 
>gi_402608_emb_CAA52450_ (X74437) open reading frame 
YBR12.31 [Saccharomyces cerevisiae] 
>gi_536514_emb_CAA85131__ (Z36039) ORF YBR170c 
[Saccharomyces cerevisiae] 
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II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44560 

fde700874878.hl 

BLASTN 

g20880 

157 

4.0e-83 

224 

93 

Pea mRNA for plastid ribosomal protein CL9 
44561 

fde700875063.hl 

BLASTX 

g399015 

251 

4.0e-22 

54 

55 

ADP, ATP CARRIER PROTEIN PRECURSOR (ADP/ATP TRANSLOCASE) 
(ADENINE NUCLEOTIDE TRANSLOCATOR) (ANT) 
>gi_218145_dbj_BAA02161_ (D12637) ATP/ADP translocator 
[Oryza sativa] 

44562 

fde700875117.hl 

BLASTN 

gl69952 

139 

1.0e-72 

143 
99 

Glycine max ferritin mRNA, complete cds 
44563 

fde700875206.hl 

BLASTX 

g4415918 

149 

2.0e-ll 

85 
24 

(AC006282) hypothetical protein [Arabidopsis thaliana] 
44564 

fde700875247.hl 

BLASTX 

gl076580 

204 

2.0e-16 

53 
62 

alcohol dehydrogenase homolog ADH3b - tomato 
>gi_913446_bbs_160508 (S75487) alcohol dehydrogenase ADH 
{EC 1.1.1.1} [Lycopersicon esculentum=tomatoes, cv. red 
cherry, Peptide, 390 aa] [Lycopersicon esculentum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44565 

fde700875264.hl 

BLASTN 

g516853 

163 

1.0e-86 

215 

27 

Soybean SUBI-2 gene for ubiquitin, complete cds 
44566 

fde700875281.hl 

BLASTN 

g984307 

196 

1.0e-106 

250 
93 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44567 

fde700875316.hl 

BLASTX 

g3881117 

153 

2.0e-10 

46 
59 

(AL032649) cDNA EST yk293f3.3 
[Caenorhabditis elegans] 



comes from this gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44568 

fde700875330.hl 

BLASTX 

g2244749 

256 

2.0e-22 

55 
91 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 
44569 

fde700875375.hl 

BLASTN 

g210811 

173 

9.0e-93 

233 

94 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 



44570 



7122 



CI 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



fde700875376.hl 

BLASTN 

gl619324 

70 

3.0e-31 

123 

90 

P. sativum mRNA for ADP-glucose pyrophosphorylase 



44571 

fde700875387.hl 

BLASTN 

g2924257 

74 

1.0e-33 

240 
90 

Tobacco chloroplast genome DNA 
44572 

fde700875401.hl 

BLASTX 

g4106395 

375 

2.0e-36 

80 

85 

(AF073744) raffinose synthase 
44573 

fde700875432.hl 

BLASTX 

g3560264 

142 

3.0e-09 

73 

45 

(AL031535) soil family protein 



[Cucumis sativus] 



[Schizosaccharomyces pombe] 



44574 

fde700875465.hl 

BLASTX 

g2970654 

195 

2.0e-15 

43 

88 

(AF052058) ferritin subunit cowpea2 precursor [Vigna 
unguiculata] 

44575 

fde700875469.hl 

BLASTX 

g2262158 

285 

5.0e-26 

77 



7123 



% identity 

NCBI Description 



66 

(AC002329) putative mitochondrial phosphate translocator 
protein [Arabidopsis thaliana] 



Seq. No. 


44576 


Seq. ID 


fde700875478.hl 


Method 


BLASTX 


NCBI GI 


g3123310 


BLAST score 


155 


E value 


9.0e-ll 


Match length 


69 


% identity 


43 


NCBI Description 


PUTATIVE FLAVO P ROT E I N C26F1.14C 


Seq. No. 


44577 


Seq. ID 


fde700875481.hl 


Method 


BLASTX 


NCBI GI 


gl723894 


BLAST score 


165 


E value 


6.0e~12 


Match length 


76 


% identity 


51 


NCBI Description 


HYPOTHETICAL GTP-BINDING PROTEIN 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



REGION >gi__2131584___pir S64106 hypothetical protein YGL099w 

- yeast (Saccharomyces cerevisiae) 
>gi_1322637_emb_CAA96805_ (Z72621) ORF YGL099w 
[Saccharomyces cerevisiae] 

44578 

fde700875533.hl 

BLASTX 

g3738301 

277 

6.0e-25 

83 

59 

(AC005309) putative zinc-finger protein [Arabidopsis 
thaliana] >gi_4249397 (AC006072) putative zinc-finger 
protein (B-box zinc finger domain) [Arabidopsis thaliana] 

44579 

fde700875555.hl 

BLASTX 

g4455151 

233 

8.0e-20 

83 

53 

(AL022603) putative serine/threonine kinase (fragment) 
[Arabidopsis thaliana] 

44580 

fde700875570.hl 

BLASTX 

g4371296 

183 

6.0e-14 



7124 



Match length 

% identity 

NCBI Description 



64 
55 

(AC006260) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 


44581 


Seq. ID 


fde700875622 .hi 


Method 


BLASTX 


NCBI GI 


g2262116 


BLAST score 


153 


E value 


2.0e-10 


Match length 


76 


% identity 


38 


NCBI Description 


(AC002343) cellulose syntha. 


Seq. No. 


44582 


Seq. ID 


fde700875638.hl 


Method 


BLASTX 


NCBI GI 


g3360502 


BLAST score 


334 


E value 


1.0e-31 


Match length 


84 


% identity 


76 


NCBI Description 


(AF06127 9) heat shock prote 


Seq. No. 


44583 


Seq. ID 


fde700875685.hl 


Method 


BLASTX 


NCBI GI 


gl076291 


BLAST score 


380 


E value 


5.0e-37 


Match length 


82 


% identity 


87 


NCBI Description 


amino acid transporter AAT1 



>gi_2 91106 9_emb_CAAl 753 1_ (AL 021960) 
protein AAT1 [Arabidopsis thaliana] 



amino acid transport 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44584 

fde700875734.hl 

BLASTX 

g456013 

143 

3.0e-09 

68 

24 

(L28174) disulfide-like protein [Acanthamoeba castellanii] 

>gi_1092589_prf 2024291A protein disulfide isomerase-like 

protein [Acanthamoeba castellanii] 

44585 

fde700875744.hl 

BLASTN 

g4240030 

42 

1.0e-14 

74 

89 



7125 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Pisum sativum mRNA for DNA binding zinc finger protein 
(Pspzf), partial cds 

44586 

fde700875780.hl 

BLASTX 

g!235752 

250 

6.0e-23 

80 

28 

(D63916) protein phosphotase 2A 65kD regulatory sububit 
subunit) [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44587 

fde700875793.hl 

BLASTX 

g3763932 

149 

3.0e-10 

58 
59 

(AC004450) putative protein kinase [Arabidopsis thaliana] 
44588 

fde700875867.hl 

BLASTX 

g2655098 

218 

3.0e-28 

85 
75 

(AF023472) peptide transporter [Hordeum vulgare] 
44589 

fde700875910.hl 

BLASTX 

g4455366 

311 

5.0e-29 

82 

70 

(AL035524) putative protein [Arabidopsis thaliana] 
44590 

fde700875975.hl 

BLASTX 

gl32989 

320 

4.0e-30 

75 

77 

60S RIBOSOMAL PROTEIN L5 >gi_345 694_pir JC1308 ribosomal 

protein L5 - chicken >gi_62983_emb_CAA40335_ (X57016) 
ribosomal protein L5 [Gallus gallus] 

>gi_391647__dbj_BAA01581_ (D10737) ribosomal protein L5 
[Gallus gallus] 



7126 



o 



Seq. No. 44591 

Seq. ID fde700876071.hl 

Method BLASTN 

NCBI GI g4406529 

BLAST score 91 

E value 8.0e-44 

Match length 134 

% identity 93 

NCBI Description Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

Seq. No. 44592 

Seq. ID fde700876081.hl 

Method BLASTN 

NCBI GI g4406529 

BLAST score 97 

E value 2.0e-4 7 

Match length 180 

% identity 89 

NCBI Description Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

44593 

fde700876095.hl 
BLASTX 
g3914052 
177 

5.0e-28 
81 
78 

DNA MISMATCH REPAIR PROTEIN MSH6 >gi_210454 9 (AF001535) 
AGAA.3 [Arabidopsis thaliana] 

Seq. No. 44594 

Seq. ID fde700876138.hl 

Method BLASTX 

NCBI GI g2119802 

BLAST score 119 

E value 1.0e-10 

Match length 7 9 

% identity 49 

NCBI Description probable membrane protein YDL247w - yeast (Saccharomyces 

cerevisiae) >gi_1431422_emb_CAA98827_ (Z74295) ORF YDL247w 
[Saccharomyces cerevisiae] 

Seq. No. 44595 

Seq. ID fde700876185.hl 

Method BLASTX 

NCBI GI g3025189 

BLAST score 161 

E value 1.0e-17 

Match length 77 

% identity 57 

NCBI Description HYPOTHETICAL 67.1 KD PROTEIN SLL1770 

>gi_1652753_dbj_BAA17672_ (D90908) ABCl-like [Synechocystis 
sp- ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44596 

fde700876192.hl 

BLASTX 

g4336747 

194 

8.0e-25 

78 
76 

(AF104924) unconventional myosin heavy chain [Zea mays] 



44597 

fde700876239.hl 

BLASTX 

gl006835 

186 

6.0e-24 

83 

70 

(U35111) rubisco activase precursor 



[Nicotiana tabacum] 



44598 

fde700876279.hl 

BLASTN 

gl504102 

60 

3.0e-25 

108 

70 

N.crassa mRNA for erp38 gene 
44599 

fde700876304.hl 

BLASTN 

g256142 

250 

1.0e-138 

254 
100 

cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 1450 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44600 

fde700876329.hl 

BLASTX 

g4056482 

146 

1.0e-09 

72 

44 

(AC005896) putative ABC transporter [Arabidopsis thaliana] 
44601 

fde700876330.hl 

BLASTN 

g2058281 

36 
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E value 


6. Oe-11 


Match length 


68 


% identity 


88 


NCBI Description 


A. thaliana mRNA for 


Seq. No. 


44602 


Seq. ID 


fde700876390.hl 


Method 


BLASTX 


NCBI GI 


g3540198 


BLAST score 


153 


E value 


2 . 0e-10 


Match length 


58 


% identity 


55 


NCBI Description 


(ACuU4zoU) Unknown 


Seq. No. 


44603 


Seq. ID 


fde700876513.hl 


Method 


BLASTX 


NCBI GI 


g4^U4zoo 


BLAST score 


233 


E value 


8.0e-20 


Match length 


80 


% identity 


54 


NCBI Description 


(AC003027) lcl prt 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44604 

fde700876515.hl 

BLASTX 

g2244929 

194 

3.0e-15 

77 

53 

(Z97339) unnamed protein product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44605 

fde700876538.hl 

BLASTX 

g4138647 

284 

8.0e-26 

80 

60 

(AJ011939) peroxidase [Trifolium repens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44606 

fde700876545.hl 

BLASTX 

g2924785 

188 

1.0e-14 

79 

7 

(AC002334) similar to disease resistance protein 
[Arabidopsis thaliana] 



7129 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44607 

fde700876591.hl 

BLASTN 

g4521246 

122 

3.0e-62 

194 

91 

Aspergillus oryzae tef gene for translation elongation 
factor 1 alpha, complete cds 

44608 

fde700876630.hl 

BLASTX 

g2341033 

327 

8.0e-31 

84 

75 

(AC000104) 
(gb_M93122 



Similar to Babesia aldo-keto reductase 
. [Arabidopsis thaliana] 



44609 

fde700876667.hl 

BLASTN 

gl498343 

76 

7.0e-35 

76 

100 

Glycine max actin 



(SoyllS) gene, partial cds 



44610 

fde700876832.hl 

BLASTN 

g256142 

87 

2.0e-41 

95 

98 

cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, rrtRNA, 1450 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



44611 

fde700876843.hl 

BLASTN 

g4406529 

113 

6.0e-57 

244 

87 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

44612 

fde700876889.hl 
BLASTX 



7130 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2827546 
221 

2.0e-18 

78 
51 

(AL021635) cytochrome P450 like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44613 

fde700876904.hl 

BLASTX 

g3122671 

200 

6.0e-16 

53 
64 

HYPOTHETICAL RAE1-LIKE PROTEIN >gi_2129676_pir S71241 

probable export protein - Arabidopsis thaliana >gi_1297188 

(U53501) Theoretical protein with similarity to Swiss-Prot 
Accession Number P41838 poly A+ RNA export protein 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44614 

fde700876908.hl 

BLASTX 

g4469008 

158 

9.0e-14 

66 
49 

(AL035602) UDP rhamnose — anthocyanidin-3-glucoside 
rhamnosyltransferase-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44615 

fde700876924.hl 

BLASTX 

g3176072 

443 

2.0e-44 

83 
92 

(AJ002485) protein phosphatase 1, catalytic beta subunit 
[Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44616 

fde700876948.hl 

BLASTX 

gl21026 

243 

1.0e-24 

75 
58 

GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 

PROTEIN >gi__99395_pir S11904 GTP-binding regulatory 

protein beta chain homolog - Chlamydomonas reinhardtii 
>gi_18145__emb_CAA37638_ (X53574) putative protein has 
homology to G protein beta subunit [Chlamydomonas 



7131 



o 



reinhardtii] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44617 

fde700877166.hl 

BLASTX 

gl72764 

313 

4.0e-29 

86 

72 

(M83755) STH1 protein [Saccharomyces cerevisiae] 
44618 

fde700877168.hl 

BLASTN 

g2760167 

32 

1.0e-08 

64 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC015, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



EC 



44619 

fde700877175.hl 
BLASTX 
g2499623 
161 

3-0e-ll 

87 
45 

PROBABLE SERINE/THREONINE-PROTEIN KINASE YOL100W 

>gi_1078290_pir S51899 probable protein kinase HRC1081 

2.7.1.-) - yeast (Saccharomyces cerevisiae) 
>gi_663254_emb_CAA88162_ (Z48149) probable protein kinase 
[Saccharomyces cerevisiae] >gi_1419952_emb_CAA99113_ 
(Z74842) ORF YOLlOOw [Saccharomyces cerevisiae] 

44620 

fde700877288.hl 

BLASTX 

g2651310 

145 

7.0e-16 

66 

58 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44621 

fde700877293.hl 

BLASTN 

g3928149 

56 

6.0e-23 

175 

84 



7132 



o 



NCBI Description Cicer arietinum mRNA for hypothetical protein 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44622 

fde700877295.hl 

BLASTX 

g2583130 

108 

6.0e-ll 

79 

49 

(AC002387) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44623 

f jg700968354.hl 

BLASTX 

g3249081 

253 

3.0e-22 

77 

9 

(AC004473) Strong similarity to AR0GP2 gene gb_1762634 from 
Lycopersicon esculentum. [Arabidopsis thaliana] 



Seq. No. 


44624 


Seq. ID 


f jg700968381.hl 


Method 


BLASTX 


NCBI GI 


gll49569 


BLAST score 


238 


E value 


2.0e-20 


Match length 


75 


% identity 


59 


NCBI Description 


(Z50851) HD-zip [Arabidops 


Seq. No. 


44625 


Seq. ID 


f jg700968421.hl 


Method 


BLASTN 


NCBI GI 


g945086 


BLAST score 


52 


E value 


1.0e-20 


Match length 


64 


% identity 


95 


NCBI Description 


Glycine max transcription 


Seq. No. 


44626 


Seq. ID 


fjg700968454.hl 


Method 


BLASTX 


NCBI GI 


g2632254 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


44 


% identity 


73 


NCBI Description 


(Y124 65) serine/threonine 


Seq. No. 


44627 


Seq. ID 


fua701036926.hl 


Method 


BLASTN 



7133 



o 

NCBI GI g2208907 
BLAST score 37 
E value 2.0e-ll 
Match length 53 
% identity 92 
NCBI Description Catharanthus roseus mRNA for phosphate transporter, 
complete cds 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44628 

fua701036963.hl 

BLASTN 

gl69978 

86 

9.0e-41 

101 
7 

Soybean (G.max) 



hydroproline-rich protein mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44629 

fua701037008.hl 

BLASTX 

g4539403 

117 

2.0e-14 

73 

61 

(AL04 9524) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44630 

fua701037035. 
BLASTX 
g2316016 
167 

5.0e-12 

90 

39 

(U92650) MRP- 



hl 



like ABC transporter [Arabidopsis thaliana] 



44631 

fua701037053.hl 

BLASTX 

g4467154 

337 

6.0e-32 

85 

78 

(AL035540) putative thaumatin-like protein [Arabidopsis 
thaliana] 



Seq. No. 44632 

Seq. ID fua701037083.hl 

Method BLASTX 

NCBI GI g2267567 

BLAST score 175 

E value 5.0e-13 

Match length 50 

% identity 72 



7134 



NCBI Description 



II 



(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 



Seq. No. 


44633 


Seq. ID 


fua701037125.hl 


Method 


BLASTX 


NCBI GI 


g2618689 


BLAST score 


304 


E value 


4.0e-28 


Match length 


81 


% identity 


74 


NCBI Description 


(AC002510) unknown 


Seer. No. 


44634 


Seq. ID 


fua701037220.hl 


Method 


BLASTN 


NCBI GI 


g927504 


BLAST score 


105 


E value 


4 .Oe-52 


Match length 


197 


% identity 


88 


NCBI Description 


P. sativum mRNA for 


(clone aldcyt2) 


Seq. No. 


44635 


Seq. ID 


fua701037229.hl 


Method 


BLASTX 


NCBI GI 


g2130080 


BLAST score 


404 


E value 


9.0e-40 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 
82 

Nrampl protein - rice >giJL470320_bbs_177441 (S81897) 
OsNrampl=Nrampl homolog/Bcg product homolog [Oryza sativa, 
indica, cv. IR 36, etiolated shoots, Peptide, 517 aa] 
[Oryza sativa] >gi_2231132 (L41217) integral membrane 
protein [Oryza sativa] 

44636 

fua701037245.hl 

BLASTX 

g2062169 

286 

6.0e-26 

92 

59 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



44637 

fua701037323.hl 

BLASTX 

g3080398 

318 

1.0e-29 
89 



7135 



# 



% identity 


35 


NCBI Description 


(ALOzzoUo) putative 


Seq. No. 


44638 


Seq. ID 


fua701037329.hl 


Method 


BLASTX 


NCBI GI 


g3091216 


BLAST score 


164 


E value 


1.0e-ll 


Match length 


84 


% identity 


40 


NCBI Description 


(AF060192) putative 


Seq* No. 


44639 


Seq. ID 


fua/01037334 .hi 


Method 


BLASTX 


NCBI GI 


«0 Art CCT^ 

gJUUoo / b 


BLAST score 


279 


E value 


3.0e-25 


Match length 


91 


% identity 


57 


NCBI Description 


(AF047718) putative 



GmNRT2 [Glycine max] 



Q a rr M 
OC4. IN U • 


44640 


Seq. ID 


fua701037351.hl 


Method 


BLASTX 


NCBI GI 


g3983665 


BLAST score 


167 


E value 


5.0e-12 


Match length 


53 


% identity 


58 


NCBI Description 


(AB011271) importin-beta2 [Oryza sativa] 


Seq. No. 


44641 


Seq. ID 


fua701037381.hl 


Method 


BLASTN 


NCBI GI 


g829118 


BLAST score 


53 


E value 


2.0e-21 


Match length 


121 


.% identity 


86 


NCBI Description 


P. vulgaris gene for cyclophilin 


Seq. No. 


44642 


Seq. ID 


fua701037576.hl 


Method 


BLASTX 


NCBI GI 


g3169065 


BLAST score 


153 


E value 


6.0e-13 


Match length 


68 


% identity 


56 


NCBI Description 


(AL023704) putative translocation elongation 




family [Schizosaccharomyces pombe] 


Seq. No. 


44643 


Seq. ID 


fua701037740.hl 



7136 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g644492 

92 

2.0e-44 

231 
87 

Corn elongation factor lalpha gene, 



44644, 

fua701037750.hl 

BLASTX 

gl707878 

332 

2.0e-31 

77 
81 

AMINOMETHYLTRANSFERASE PRECURSOR 

PROTEIN) >gi_2129976_pir S59948 

2.1.2.10) precursor - potato >gi_ 



complete cds 



(GLYCINE CLEAVAGE SYSTEM T 
aminomethyltransf erase (EC 
438254 emb CAA81081 



(Z25862) T-protein [Solanum tuberosum] 
44645 

fua701037764.hl 

BLASTX 

g2642154 

303 

6.0e-28 

83 
72 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_3790595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 

44646 

fua701037775.hl 

BLASTN 

g3687405 

49 

1.0e-18 

114 

92 

Lycopersicon esculentum mRNA for hypothetical protein 



44647 

fua701037781.hl 

BLASTX 

g4508068 

141 

6.0e-09 

40 

72 

(AC005882) 3063 



[Arabidopsis thaliana] 



44648 

fua701037849.hl 

BLASTX 

g3395431 



7137 



BLAST score 


383 


E value 


3. Oe-37 


Match length 


92 


% identity 


73 


NCBI Description 


(AC004683) unknown protein [Arabidopsis thaliana] 


Seq. No. 


44649 


Seq. ID 


fua701037857 .hi 


Method 


BLASTX 


NCBI GI 


gl663648 


BLAST score 


226 


E value 


5.0e-19 


Match length 


64 


% identity 


69 


NCBI Description 


(U75321) chromaffin granule ATPase II homolog [Mus 




musculus] 


Seq. No. 


44650 


Seq. ID 


fua701037889.hl 


Method 


BLASTN 


NCBI GI 


g256142 


BLAST score 


253 


E value 


1.0e-140 


Match length 


257 


% identity 


100 


NCBI -Description 


cytosolic glutamine synthetase [Glycine max=soybeans / 




Prize, mRNA, 1450 nt] 


Seq. No. 


44651 


Seq. ID 


fua701037934.hl 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


187 


E value 


1.0e-101 


Match length 


259 


% identity 


93 


NCBI Description 


G.max tefSl gene for elongation factor EF-la 


Seq. No. 


44652 


Seq. ID 


fua701037949.hl 


Method 


BLASTX 


NCBI GI 


g4063743 


BLAST score 


235 


E value 


6.0e-20 


Match length 


94 


% identity 


50 


NCBI Description 


(AC005851) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


44653 


Seq. ID 


fua701038027 .hi 


Method 


BLASTN 


NCBI GI 


gl69956 


BLAST score 


98 


E value 


6.0e-48 


Match length 


98 


% identity 


100 


NCBI Description 


Glycine max G-box binding factor (GBF1) mRNA, complete 



7138 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44654 

fua701038148.hl 

BLASTX 

g3395443 

157 

9.0e-ll 

35 

80 

(AC004683) putative ammonium transporter, 3 1 
[Arabidopsis thaliana] 



partial 



44655 

fua701038175.hl 

BLASTX 

gll68470 

240 

2.0e-20 

76 

59 

PROTEIN KINASE APK1A >gi_282877_pir S28615 protein kinase, 

tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44656 

fua701038234.hl 

BLASTX 

g3329368 

251 

8.0e-22 

73 
63 

(AF031244) nodulin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44657 

fua701038235.hl 

BLASTX 

g3269296 

364 

5.0e-35 

95 

69 

(AL030978) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44658 

fua701038359.hl 

BLASTX 

g3242077 

175 

3.0e-13 

44 

75 

(AJ003119) protein phosphatase 2C [Arabidopsis thaliana] 



Seq. No. 



44659 



7139 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fua701038437.hl 

BLASTN 

g849135 

103 

5.0e-51 

143 

94 

Vigna radiata vacuolar H+-ATPase subunit A mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44660 

fua701038508.hl 

BLASTX 

g3819099 

280 

3.0e-25 

92 

53 

(AJ009825) copper amine oxidase [Cicer arietinum] 
44661 

fua701038530.hl 

BLASTX 

g4185139 

350 

2.0e-33 

88 

72 

(AC005724) putative diacylglycerol kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44662 

fua701038620.hl 

BLASTX 

gl504008 

165 

8.0e-12 

83 

46 

(D86967) Containing ATP/GTP-binding site motif A(P-loop) : 
Similar to C.elegans protein (P1:CEC47E128) ;Similar to Mouse 
alpha -mannosidase (PI: B54407 ) [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



44663 

fua701038640.hl 

BLASTX 

g4309969 

331 

3.0e-31 

83 

66 

(AC002983) putative phosphoglyceride transfer protein 
[Arabidopsis thaliana] 

44664 

fua701038652.hl 
BLASTN 



7140 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2264317 
47 

1.0e-17 

135 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUG13/ complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44665 

fua701038712.hl 

BLASTN 

g2369713 

65 

3.0e-28 

217 

89 

Beta vulgaris cDNA for elongation factor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44666 

fua701038715.hl 

BLASTX 

g4454484 

294 

5.0e-27 

76 

75 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI, Description 



44667 

fua701038721.hl 

BLASTX 

g3033395 

141 

4.0e-09 

58 
52 

(AC004238) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44668 

fua701038725.hl 

BLASTX 

g2746086 

301 

7.0e-28 

78 

72 

(AF025292) putative high-affinity potassium transporter 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



44669 

fua701038736.hl 

BLASTX 

g3176686 

141 

4.0e-09 



7141 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



41 
73 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwanniomyces occidentalis • 
[Arabidopsis thaliana] 

44670 

fua701038755.hl 

BLASTX 

g2853078 

155 

9.0e-ll 

76 

38 

(AL0217 68) TMV resistance protein N-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44671 

fua701038821.hl 

BLASTX 

g2465923 

256 

1.0e-22 

68 
63 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44672 

fua701038843.hl 

BLASTN 

g3175989 

76 

6.0e-35 

128 

90 

Cicer arietinum mRNA for GDP dissociation inhibitor (gdi) 
44673 

fua701038858.hl 

BLASTN 

g4490734 

32 

1.0e-08 

48 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44674 

fua701038912.hl 

BLASTX 

g2244990 

264 

2.0e-23 

67 

81 



7142 



NCBI Description (Z97340) similarity to LIM homeobox protein 
Caenorhabditis [Arabidopsis thaliana] 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44675 

fua701038929.hl 

BLASTX 

g4204095 

165 

4.0e-15 



56 

(AF030260) 



CYP94A1 [Vicia sativa] 



44676 

fua701038941.hl 

BLASTX 

gl785621 

304 

4.0e-28 

85 

72 

(Z84202) AtPK2324 [Arabidopsis thaliana] >gi_24 65927 
(AF024650) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] >gi_4249408 (AC006072) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

44677 

fua701038946.hl 

BLASTX 

g2827699 

170 

2.0e-12 

73 
45 

(AL021684) predicted protein [Arabidopsis thaliana] 
44678 

fua701038984.hl 

BLASTX 

g2062169 

160 

3.0e-ll 

36 

81 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 

44679 

fua701038985.hl 

BLASTX 

g3850584 

183 

3.0e-18 

64 
78 

(AC005278) ESTs gb_H37641 and gb_AA651422 come from this 
gene. [Arabidopsis thaliana] 



7143 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



44680 

fua701039028.hl 

BLASTX 

gl402888 

150 

5.0e-10 

79 

41 

(X98130) unknown [Arabidopsis thaliana] 
44681 

fua701039095.hl 

BLASTX 

g3033386 

148 

7.0e-10 

66 

42 

(AC004238) RING3-like protein [Arabidopsis thaliana] 
44682 

fua701039138.hl 

BLASTX 

g3785989 

154 

2.0e-10 

86 
42 

(AC005560) unknown protein [Arabidopsis thaliana] 
44683 

fua701039150.hl 

BLASTX 

g2052510 

390 

4.0e-38 

89 

76 

(U95758) lysine-ketoglutarate reductase/saccharopine 
dehydrogenase bifunctional enzyme [Arabidopsis thaliana] 

44684 

fua701039157.hl 

BLASTN 

gl6508 

64 

1.0e-27 

140 
86 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

44685 

fua701039179.hl 
BLASTN 



7144 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



g3482999 
32 

1.0e-08 

36 
60 

Human DNA sequence from clone 211A9 on chromosome 22ql2.1 
Contains EST, STS, GSS, CpG island, complete sequence [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44686 

fua701039215.hl 

BLASTX 

g2462929 

138 

1.0e-17 

82 
51 

(Y12295) glutathione transferase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44687 

fua701039327.hl 

BLASTX 

g4335714 

150 

4.0e-10 

37 
59 

(AC006248) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44688 

fua701039335.hl 

BLASTX 

g2129635 

238 

2.0e-20 

76 

61 

light repressible receptor protein kinase - Arabidopsis 
thaliana >gi_1321686_emb_CAA66376__ (X97774) light 
repressible receptor protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44689 

fua701039356.hl 
BLAST N 
gl944574 
33 

3.0e-09 

73 
86 

L.esculentum mRNA for pectinesterase 
44690 

fua701039358.hl 

BLASTN 

g609224 

60 



7145 



E value 
Match length 
% identity 
NCBI Description 



II 



2.0e-25 

136 

86 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44691 

fua701039373.hl 

BLASTN 

gl781039 

106 

9.0e-53 

222 
87 

M.sativa mRNA for delta-l-pyrroline-5-carboxylate synthase, 
P5CS-2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44692 

fua701039375.hl 

BLASTN 

g3378649 

65 

3.0e-28 

133 

87 

M.sativa mRNA translated from abscisic activated gene 
44693 

fua701039388.hl 

BLASTX 

g4220445 

145 

1.0e-09 

78 

5 

(AC006216) Similar to gi_3004555 F19F24.14 salt inducible 
protein homolog from Arabidopsis thaliana BAC gb_AC003673. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44694 

fua701039412.hl 

BLASTX 

g2244949 

161 

2.0e-ll 

59 
56 

(Z97339) similarity to ORF - Lilium longiflorum 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



44695 

fua701039530.hl 

BLASTX 

g3451078 

177 

2.0e-13 



7146 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 



48 
67 

(AL031326) putative protein [Arabidopsis thaliana] 



44696 

fua701039542.hl 

BLASTX 

g3269301 

312 

6.0e-29 

92 

61 

(AL030978) putative protein 



[Arabidopsis thaliana] 



44697 

fua701039551.hl 

BLASTX 

g2979562 

342 

2.0e-32 

96 

39 

(AC003680) unknown protein [Arabidopsis thaliana] 
>gi__338 6623 (AC004 665) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44698 

fua701039608.hl 

BLASTX 

g3819099 

150 

6.0e-14 

44 
80 

(AJ009825) copper 



amine oxidase [Cicer arietinum] 



44699 

fua701039792.hl 

BLASTX 

g2347193 

167 

5.0e-12 

87 
43 

(AC002338) unknown protein [Arabidopsis thaliana] 
44700 

fua701039913.hl 

BLASTX 

g3482978 

194 

4.0e-15 

54 
72 

(AL031369) putative protein [Arabidopsis thaliana] 



Seq. No. 



44701 



7147 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



fua701039935.hl 

BLASTX 

g4454480 

210 

5.0e-17 

47 

77 

(AC006234) putative (1- 
[Arabidopsis thaliana] 



■4) -beta-mannan endohydrolase 



44702 

fua701040015.hl 

BLASTX 

g4191791 

150 

5.0e-10 

44 

61 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 



44703 

fua701040089.hl 

BLASTN 

g530086 

91 

1.0e-43 

261 

91 

Glycine max amino alcoholphosphotransf erase 
complete cds 



(AAPT1) mRNA, 



44704 

fua701040184.hl 

BLASTN 

g986968 

61 

7.0e-26 

81 

94 

Glycine max TGACG-motif binding protein 
complete cds 

44705 

fua701040206.hl 

BLASTX 

gl616628 

172 

2.0e-12 

67 

52 

(X80472) stslS [Solanum tuberosum] 
44706 

fua701040238.hl 

BLASTX 

g3540207 



(STGA1) mRNA, 



7148 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



286 

2.0e-35 

95 

82 

(AC004260) 



Putative protein kinase [Arabidopsis thaliana] 



44707 

fua701040251.hl 

BLASTN 

g!6508 

84 

2.0e-39 

200 
85 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

44708 

fua701040252.hl 

BLASTX 

g4218991 

153 

3.0e-10 

76 

41 

(AF098632) subtilisin-like protease [Arabidopsis thaliana] 
44709 

fua701040302.hl 

BLASTN 

g3927822 

41 

6.0e-14 

69 

90 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

44710 

fua701040344.hl 

BLASTN 

gl223925 

199 

1.0e-108 

259 

94 

Vigna radiata carboxypeptidase II mRNA, partial cds 
44711 

fua701040356.hl 

BLASTN 

g3819163 

202 

1.0e-110 

253 

97 



7149 



NCBI Description Glycine max cctd gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44712 

fua701040530.hl 

BLASTX 

g4249388 

227 

5.0e-19 

88 
53 

(AC005966) Similar to gb_AF025438 Opa-interacting protein 
(0IP2) from Homo sapiens* [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44713 

fua701040538.hl 

BLASTX 

g3075399 

250 

9.0e-22 

68 

74 

(AC004484) SF16-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44714 

fua701040550.hl 

BLASTX 

g4263710 

195 

3.0e-15 

44 

89 

(AC006223) putative pur-alpha transcriptional activator 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44715 

fua701040565.hl 

BLASTX 

gll70504 

336 

7.0e-32 

87 

79 

EUKARYOTIC INITIATION FACTOR (ISO)4F SUBUNIT P82 
(IEIF- (ISO) 4F P82) >gi_452440 (M95747) initiation factor 
(iso)4f p82 subunit [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44716 

fua701040606.hl 

BLASTX 

g2921338 

136 

4.0e-ll 

50 

64 

(AF034133) MYB-like DNA-binding domain protein [Gossypium 
hirsutum] 



7150 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



44717 

fua701040618.hl 

BLASTX 

g2315983 

262 

4.0e-23 

89 

54 

(U82087) calmodulin-like domain protein kinase [Tortula 
ruralis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44718 

fua701040658.hl 

BLASTX 

g2344895 

228 

3.0e-19 

85 

58 

(AC002388) cytochrome P450 isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44719 

fua701040661.hl 

BLASTN 

g4324966 

98 

6.0e-48 

138 

93 

Glycine max ADP-ribosylation factor mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44720 

fua701040677, 
BLASTX 
g3445397 
259 

7.0e-23 

83 

51 

(AJ010166) S- 



hl 



domain receptor-like protein kinase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44721 

fua701040719.hl 

BLASTN 

g2317899 

179 

2.0e-96 

187 

99 

Glycine max Sali3- 



2 mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



44722 

fua701040769.hl 

BLASTX 

g2367431 

187 

1.0e-14 



7151 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 
59 

(AF000403) putative cytochrome P450 [Lotus japonicus] 
44723 

fua701040858.hl 

BLASTN 

g2218149 

99 

1.0e-48 

189 

94 

Vigna unguiculata type Ilia membrane protein cp-wapll mRNA, 
complete cds 

44724 

fua701040889.hl 

BLASTX 

g2062171 

202 

2.0e-16 

65 

60 

(AC001645) DNA binding protein (CDC27SH) isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44725 

fua701040908.hl 

BLASTX 

g71066 

293 

9.0e-27 

81 
67 

ribosomal protein XLla - African clawed frog 

>gi_224828_prf 1202260A ribosomal protein Lla [Xenopus 

laevis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44726 

fua701040918.hl 

BLASTN 

g3399678 

40 

3.0e-13 

156 
81 

Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 

44727 

fua701040946.hl 

BLASTX 

g2465923 

255 

3.0e-24 

83 

69 



7152 



II 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

44728 

fua701040976.hl 

BLASTN 

g!70073 

169 

2.0e-90 

219 

95 

Soybean calmodulin (SCaM-3) mRNA, complete cds 
44729 

fua701040991.hl 

BLASTX 

g3201541 

185 

4.0e-14 

45 
69 

(AJ005077) TCTR2 protein [Lycopersicon esculentum] 
44730 

fua701041002.hl 

BLASTX 

g4210504 

299 

2.0e-27 

95 

63 

(AC002392) putative cadmium- transporting ATPase 
[Arabidopsis thaliana] 

44731 

fua701041026.hl 

BLASTX 

g3549667 

411 

1.0e-40 

93 

85 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



44732 

fua701041037.hl 

BLASTX 

g3953471 

170 

2.0e-12 

50 

60 

(AC002328) F2202.16 [Arabidopsis thaliana] 
44733 

fua701041056.hl 



7153 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2245138 

225 

9.0e-19 

57 

79 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
44734 

fua701041071.hl 
BLAST N 
gl399566 
48 

4.0e-18 

76 

91 

Nigella damascena nuclear 26S ribosomal RNA gene, partial 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44^735 

fua701041114.hl 

BLASTX 

g3158476 

268 

6.0e-24 

63 
84 

(AF067185) aquaporin 2 



[Samanea saman] 



44736 

fua701041119.hl 

BLASTX 

g3036805 

198 

1.0e-15 

58 

66 

(AL022373) thaumatin-like protein [Arabidopsis thaliana] 
44737 

fua701041157.hl 

BLASTX 

g4467125 

147 

8.0e-10 

56 
57 

(AL035538) putative protein [Arabidopsis thaliana] 
44738 

fua701041162.hl 

BLASTX 

g2104536 

174 

6.0e-13 

61 
62 



7154 



II • 

NCBI Description (AF001308) predicted glycosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 


44739 


Seq. ID 


fua701041182.hl 


Method 


BLASTX 


NCBI GI 


g3688173 


BLAST score 


218 


E value 


4 . Oe-18 


Match length 


76 


% identity 


59 


NCBI Description 


{AL031804) putative protein [Arabidopsis thaliana] 


Seq. No. 


44740 


Seq. ID 


fua701041189.hl 


Method 


BLASTX 


NCBI GI 


g4510377 


BLAST score 


136 


E value 


1 . Oe-08 


Match length 


68 


% identity 


41 


NCBI Description 


(AC007017) putative RNA helicase A [Arabidopsis thaliana] 


Seq. No. 


44741 


Seq. ID 


fua701041194.hl 


Method 


BLASTX 


NCBI GI 


g3047104 


BLAST score 


289 


E value 


2.0e-26 


Match length 


77 


% identity 


73 


NCBI Description 


(AF058919) No definition line found [Arabidopsis thaliana 


Seq. No. 


44742 


Seq. ID 


fua701041235.hl 


Method 


BLASTX 


NCBI GI 


g3641845 


BLAST score 


218 


E value 


5.0e-31 


Match length 


79 


% identity 


85 


NCBI Description 


(AJ223358) stelar K+ outward rectifying channel 




[Arabidopsis thaliana] 


Seq. No. 


44743 


Seq. ID 


fua701041286.hl 


Method 


BLASTX 


NCBI GI 


gl708424 


BLAST score 


132 


E value 


3.0e-18 


Match length 


65 


% identity 


78 


NCBI Description 


ISOFLAVONE REDUCTASE HOMOLOG >giJL230614 (U48590) 




isoflavone reductase-like protein [Lupinus albus] 


Seq. No. 


44744 


Seq. ID 


fua701041446.hl 



7155 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g684941 

97 

2.0e-47 

168 

90 

Medicago sativa S-adenosyl-L-methionine : trans-caff eoyl-CoA 
3-O-methyltransf erase (CCOMT) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44745 

fua701041458.hl 

BLASTN 

gl70048 

248 

1.0e-137 

264 
8 

Glycine max SbPRPl gene encoding a proline-rich protein, 
complete cds _ ^ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



44746 

fua701041472.hl 

BLASTX 

g4538964 

282 

2.0e-25 

55 
89 

(AL04 9488) NAM/NAP 



like protein [Arabidopsis thaliana] 



44747 

fua701041506.hl 

BLASTX 

g4572674 

188 

1.0e-25 

65 

88 

(AC006954) unknown protein [Arabidopsis thaliana] 
44748 

fua701041509.hl 

BLASTN 

gl808591 

123 

8.0e-63 

175 

93 

C.arietinum mRNA for SAM- synthetase 
44749 

fua701041603.hl 

BLASTX 

gl495804 

239 

2.0e-28 
91 



7156 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

(X96406) 13-lipoxygenase [Solanum tuberosum] 
44750 

fua701041622.hl 

BLASTN 

g2905771 

140 

5.0e-73 

156 

97 

Glycine max glyceraldehyde-3 phosphate dehydrogenase 
(GAPDH) mRNA, partial cds 



Seq. No. 


44751 


Seq. ID 


fua701041659.hl 


Method 


BLASTX 


NCBI GI 


g2623296 


.BLAST score 


254 


E value 


3.0e-22 


Match length 


84 


% identity 


63 


NCBI Description 


(AC002409) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


44752 


Seq. ID 


fua701041693.hl 


Method 


BLASTX 


NCBI GI 


g3757524 


BLAST score 


214 


E value 


1.0e-17 


Match length 


60 


% identity 


67 


NCBI Description 


(AC005167) tetracycline transporter-like protein 




[Arabidopsis thaliana] 


Seq. No. 


44753 


Seq. ID 


fua701041709.hl 


Method 


BLASTN 


NCBI GI 


g2687437 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


37 


% identity 


100 


NCBI Description 


Jepsonia parryi large subunit 26S ribosomal RNA gene, 




partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44754 

fua701041711.hl 

BLASTX 

g2244904 

277 

6.0e-25 

88 

66 

(Z97339) similar to hypothetical protein C02F5.7 - Caenorha 
[Arabidopsis thaliana] 



7157 



Seq. No. 


A a n c c 
4 4 / 33 


beq* iJJ 


IUa /uiu^iou^.ni 


Method 


oLiAo 1 IN 


NCBI (jl 


gz^ OO / 4oz 


BLAST score 


45 


E value 


3.0e-16 


Match length 


4 3 


-s identity 


1UU 


NCBI Description 


riumDago auricuiara large suDunit zoo riDosomai KiM/i genej 




partial sequence 


Seq. No. 


A A H c a 

44/00 


beq. ±d 


IUa / UlU^iyUi .111 


Method 


oliAo 1 A 


NCBI GI 


g2275219 


BLAST score 


328 


E value 


/ . ue-j± 


Mat cn lengtn 


yz 


% identity 


o / 


NCBI Description 


(ALUuzoo / ) unKnown prorem [Araoiaopsis rnananaj 


Seq. No. 


44757 


beq. ID 


rua /uiu4iyoz .ni 


Method 


BLASTX 


NCBI bl 


gzzo 1113 


BLAST score 


331 


E value 


3.0e-31 


Matcn lengtn 


yz 


% identity 


71 


NCBI Description 


(AC002330) putative cullin-like 1 protein [Arabidopsis 




thaliana ] 


Seq. No. 


44758 


beq. ID 


rua /uiU4iy4o .ni 


Method 


DT TiQTV 

nliAb 1 A 


NCBI GI 


g2980793 


BLAST score 


290 


E value 


z . ue- z o 


Match length 


/ / 


% identity 


73 


NCBI Description 


(ALUzzly/) putative protein [AraDiaopsis tnaiianaj 


Seq. No. 


a a t c n 

44759 


Seq. ID 


rua /uiU4iy33.ni 


Method 


DT 7\0 TV 

JbliAb 1 A 


NLBl (j! 


gz. 14 / y oo 


BLAST score 


338 


E value 




Match length 


87 


% identity 


74 


NCBI Description 


probable l-acyl-sn-glycerol-3-phosphate acyltransferase ■ 




j_iiriinani,nes oougiasn -^gi iuo / ijo eim-> unHooo^u viifto/ovj; 




l-acyl-sn-glycerol-3-phosphate acyltransferase (putative 




[Limnanthes douglasii] 


Seq. No. 


44760 


Seq. ID 


fua701042034.hl 



7158 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g2388569 

272 

2.0e-24 

82 

61 

(AC000098) 
(gb_Z97338) 



Similar to hypothetical protein PID_e327464 
. [Arabidopsis thaliana] 



44761 

fua701042107.hl 

BLASTX 

gl781322 

153 

2.0e-10 

63 

52 

(Y10462) peroxidase [Spinacia oleracea] 
44762 

fua701042140.hl 

BLASTX 

g3924596 

259 

8.0e-23 

85 

61 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 

44763 

fua701042169.hl 

BLASTX 

g4455252 

269 

5.0e-24 

71 

63 

(AL035523) respiratory burst oxidase-like protein 
[Arabidopsis thaliana] 

44764 

fua701042173.hl 

BLASTX 

g2914710 

289 

2.0e-26 

84 

58 

(AC003974) putative beta-D-galactosidase [Arabidopsis 
thaliana] 

44765 

fua701042179.hl 

BLASTX 

g4063747 

234 



7159 




E value 6.0e-20 

Match length 61 

% identity 69 

NCBI Description (AC005851) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 44766 

Seq. ID fua701042218.hl 

Method BLASTX 

NCBI GI g3080420 

BLAST score 194 

E value 4.0e-15 

Match length 76 

% identity 57 

NCBI Description (AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44767 

fua701042220.hl 

BLASTX 

gl514643 

338 

5.0e-32 

90 
66 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44768 

fua701042296.hl 

BLASTX 

g4006829 

277 

3.0e-25 

75 

75 

(AC005970) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44769 

fua701042322.hl 

BLASTX 

gl049407 

180 

1.0e-13 

79 

46 

(U39655) Similar to long-chain-fatty-acid coA ligase. 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44770 

fua701042539.hl 

BLASTX 

g3426048 

160 

3.0e-ll 

32 
91 

(AC005168 
precursor 



putative hydroxymethylglutaryl-CoA lyase 
[Arabidopsis thaliana] 



7160 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44771 

fua701042553.hl 

BLASTX 

g3242789 

137 

3.0e-17 

56 
82 

(AF055357) respiratory burst oxidase protein D [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



44772 

fua701042662.hl 

BLASTX 

g629783 



BLAST score 


130 


E value 


3.0e-12 


Match length 


42 


% identity 


76 


NPRT Dp stt i "nt i on 


ES43 orotein - barlev >ai 1345528 emb 




ES43 [Hordeum vulgare] 


Seq. No. 


44773 


Seq. ID 


fua701042675.hl 


Method 


BLASTX 


NCBI GI 


g3080411 


BLAST score 


275 


E value 


1.0e-24 


Match length 


76 


% identity 


64 


NCBI Description 


(AL022604) putative protein [Arabidops 


Seq. No. 


44774 


Seq. ID 


fua701042696.hl 


Method 


BLASTX 


NCBI GI 


g2894606 


BLAST score 


190 


E value 


1.0e-14 


Match length 


56 


% identity 


59 


NCBI Description 


(AL021889) putative protein [Arabidops 


Seq. No. 


44775 


Seq. ID 


fua701042715.hl 


Method 


BLASTX 


NCBI GI 


g2129703 


BLAST score 


335 


E value 


9.0e-32 


Match length 


82 


% identity 


73 


NCBI Description 


receptor kinase - Arabidopsis thaliana 



>gi_2129704_pir S71184 receptor kinase - Arabidopsis 

thaliana >gi_166692 (M80238) receptor kinase [Arabidopsis 

thaliana] >gi__445123_prf 1908429A receptor kinase 

[Arabidopsis thaliana] 



7161 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



44776 

fua701042716.hl 

BLASTX 

g3510264 

202 

4.0e-16 

76 
51 

(AC005310) hypothetical protein, 5 f partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44777 

fua701042733.hl 

BLASTX 

g2252839 

296 

3.0e-27 

84 
73 

(AF013293) Similar to receptor-like protein kinase precusor 
[Arabidopsis thaliana] 



44778 

fua701042735.hl 

BLASTX 

gl669599 

222 

2.0e-18 

83 
53 

(D88746) AR791 [Arabidopsis thaliana] 
44779 

fua701042751.hl 

BLASTN 

g2304954 

251 

1.0e-139 

251 

100 

Glycine max aluminum induced sali5-4a mRNA, 



complete cds 



44780 

fua701042775.hl 

BLASTX 

g2245099 

180 

1.0e-13 

81 
44 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
44781 

fua701042784.hl 

BLASTX 

g4263722 

225 



7162 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



II • 

7.0e-19 

57 

79 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 



44782 

fua701042993.hl 

BLASTX 

g4538897 

137 

9.0e-09 

53 

47 

(AL049482) AXllOP-like protein 



[Arabidopsis thaliana] 



44783 

fua701043049.hl 

BLASTN 

g473216 

55 

2.0e-22 

107 

88 

P. sativum (little marvel) HSC71.0 ruRNA 
44784 

fua701043051.hl 

BLASTN 

g3334660 

64 

8.0e-28 

160 

85 

G.max mRNA for putative cytochrome P450, clone CP3 
44785 

fua701043064.hl 

BLASTN 

g862930 

36 

4.0e-ll 

52 

92 

Medicago sativa acidic glucanase mRNA, complete cds 
44786 

fua701043087.hl 

BLASTX 

g3377848 

177 

2.0e-13 

57 
58 

(AF076274) contains similarity to reverse transcriptases 
(Pfam: rvt.hmm, score: 12.22) [Arabidopsis thaliana] 

44787 



7163 




Seq. ID 


rua / uiu4 01 / / . nx 


Method 


BLASTN 


NCBI GI 


g516853 


BLAST score 


102 


E value 


2 . Oe-50 


Match length 


161 


% identity 


39 


NCBI Description 


Soybean bUBI-z gene ror UDiquinn, compieue out> 


Seq. No. 


44788 


Seq. ID 


rua /UiU4oioU. nl 


Method 


BLASTX 


NCBI GI 


g4580531 


BLAST score 


237 


E value 


2 . 0e-20 


Match length 


77 


% identity 


61 


NCBI Description 


(AFUoboUy) scarecrow— nice 14 [AraDiaopsia LiidiicmcLj 


Seq. No. 


44789 


Seq. ID 


rua /ulu4JzU4 .nl 


Method 


BLASTN 


NCBI GI 


g3873174 


BLAST score 


33 


E value 


3.0e-09 


Match length 


57 


% identity 


89 


NCBI Description 


Genomic sequence for Arabidopsxs tnaiiana bau u^in^o, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


44790 


Seq. ID 


fua701043234 . hi 


Method 


BLASTX 


NCBI GI 


g3805956 


BLAST score 


236 


E value 


3 . Oe-20 


Match length 


76 


% identity 


61 


NCBI Description 


(xlj/by) iaccase [ropuxus oaxsamirera suDsp. tnuiuu. 


Seq. No. 


44791 


Seq. ID 


rua /01U4o<c4/. nl 


Method 


n t Ti pirn xt 

BLASTN 


NCBI GI 


g303900 


BLAST score 


55 


E value 


2 . Oe-22 


Match length 


106 


% identity 


47 


NCBI Description 


Soybean gene for ubiquitin, complete cds 


Seq. No. 


44792 


Seq. ID 


rua /uiu4oZ3y.nx 


Method 


BLASTX 


NCBI GI 


g 2494144 


BLAST score 


291 


E value 


1.0e-26 


Match length 


78 



7164 



o 



% identity 13 

NCBI Description (AC002329) predicted leucine-rich protein [Arabidopsis 
thaliana] 

Seq. No. 44793 

Seq. ID fua701043270.hl 

Method BLASTX 

NCBI GI gl617268 

BLAST score 186 

E value 2.0e-14 

Match length 54 

% identity 67 

NCBI Description (Z72153) acyl CoA synthetase [Brassica napus] 

Seq. No. 44794 

Seq. ID fua701043275.hl 

Method BLASTX 

NCBI GI g4335751 

BLAST score 274 

E value 1.0e-24 

Match length 76 

% identity 66 

NCBI Description (AC006284) putative methyltransf erase [Arabidopsis 
thaliana] 

Seq* No. 44795 

Seq. ID fua701043307.hl 

Method BLASTX 

NCBI GI g2894599 

BLAST score 193 

E value 5.0e-15 

Match length 42 

% identity 76 

NCBI Description (AL021889) putative protein [Arabidopsis thaliana] 

Seq. No. 44796 

Seq. ID fua701043367.hl 

Method BLASTX 

NCBI GI g4567319 

BLAST score 279 

E value 4.0e-25 

Match length 84 

% identity 68 

NCBI Description (AC005956) putative copper amine oxidase [Arabidopsis 
thaliana] 

Seq. No. 44797 

Seq. ID fua701043408.hl 

Method BLASTX 

NCBI GI g4510406 

BLAST score 124 

E value 6.0e-15 

Match length 76 

% identity 56 

NCBI Description (AC006587) putative protein kinase [Arabidopsis thaliana] 

Seq. No. 44798 



7165 



Seq. ID 


rua /uiU4o4Z4 . ni 


Method 




NCBI GI 


g3063699 


BLAST score 


124 


E value 


1 . Oe-14 


Match length 


81 


% identity 


46 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


Seq, No. 


44799 


Seq. ID 


rua /UlU4o4oy.nl 


Method 


BLAST N 


NCBI GI 


g2149954 


BLAST score 


95 


E value 


3.0e-46 


Match length 


202 


% identity 


87 


NCBI Description 


Phaseolus vulgaris putative aquaporin-1 (Mip-1) inRNA, 




complete cds 


Seq. No. 


44800 


Seq. ID 


rua /UlU4^4ob.nl 


Method 


BLASTX 


NCBI GI 


g3335341 


BLAST score 


136 


E value 


3 . Oe-12 


Match length 


56 


% identity 


71 


NCBI Description 


(AC004512) T8F5.10 [Arabidopsis thaliana] 


Seq. No. 


44801 


Seq. ID 


fua70 104 3559 . hi 


Method 


fit t\ o mv 

BLASTX 


NCBI GI 


g4314365 


BLAST score 


198 


E value 


1.0e-15 


Match length 


69 


% identity 


57 


NCBI Description 


(AC006340) putative copia-like retrotransposon Hopscotch 




[Arabidopsis thaliana] 


Seq. No. 


44802 


Seq. ID 


fua70104 J 610 . nl 


Method 


BLASTX 


NCBI GI 


g3063459 


BLAST score 


266 


E value 


1. 0e-23 


Match length 


86 


% identity 


66 


NCBI Description 


(AC003981) F22013.21 [Arabidopsis thaliana] 


Seq. No. 


44803 


Seq. ID 


fua701043651.hl 


Method 


BLASTX 


NCBI GI 


gl654140 


BLAST score 


311 


E value 


6.0e-29 



7166 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 
64 

(U37840) lipoxygenase [Lycopersicon esculentum] 
44804 

fua701043682.hl 

BLASTX 

g4309731 

180 

1.0e-21 

76 
66 

(AC006439) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


44805 


Seq. ID 


fua701043688.hl 


Method 


BLASTX 


NCBI GI 


g4185511 


BLAST score 


257 


E value 


1.0e-22 


Match length 


58 


% identity 


86 


NCBI Description 


(AF102822) actin depolymeriz: 




thaliana] 


Seq. No. 


44806 


Seq. ID 


fua701043695.hl 


Method 


BLASTX 


NCBI GI 


g4567315 


BLAST score 


307 


E value 


2.0e-28 


Match length 


65 


% identity 


83 


NCBI Description 


(AC005956) hypothetical prot 


Seq. No. 


44807 


Seq. ID 


gbt700547960.hl 


Method 


BLASTX 


NCBI GI 


g3402754 


BLAST score 


297 


E value 


3.0e-27 


Match length 


72 


% identity 


76 


NCBI Description 


(AL031187) putative protein 


Seq. No. 


44808 


Seq. ID 


gbt700547985.hl 


Method 


BLASTN 


NCBI GI 


gl70073 


BLAST score 


187 


E value 


1.0e-101 


Match length 


233 


% identity 


96 


NCBI Description 


Soybean calmodulin (SCaM-3) 


Seq. No. 


44809 


Seq. ID 


gbt700547988.hl 



[Arabidopsis 



7167 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



BLASTN 

g3510347 

37 

1.0e-ll 

126 

87 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSJ11, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44810 

gbt700548008.hl 

BLASTX 

g3327870 

198 

1.0e-15 

90 

47 

(AB012913) COPl-Interacting ProteinI 7 (CIP7) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44811 

gbt700548022.hl 

BLASTX 

g2392771 

130 

2.0e-12 

70 
61 

(AC002534) putative kinesin-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44812 

gbt700548023.hl 

BLASTX 

g4336747 

192 

1.0e-26 

76 
77 

(AF104924) unconventional myosin heavy chain [Zea mays] 



44813 

gbt700548085.hl 

BLASTN 

g2245377 

52 

2.0e-20 

140 

85 

Arabidopsis thaliana auxin response factor 1 
complete cds 



(ARF1) mRNA, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44814 

gsf700698322.hl 

BLASTX 

g2495359 

242 



7168 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-20 

46 
100 

HEAT SHOCK PROTEIN HSS1 >gi_881932 (U26597) HSS1 [Puccinia 
graminis f. sp. tritici] 

44815 

gsf700698332.hl 

BLASTX 

gl345971 

163 

2.0e-ll 

27 

100 

OMEGA- 3 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 

>gi_541947_pir JQ2339 omega-3 fatty acid desaturase (EC 

1.14.99.-) GMD - soybean >gi_408792 (L22965) omega-3 fatty 
acid desaturase [Glycine soja] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44816 

gsf700698349.hl 

BLASTX 

g2062169 

254 

5.0e-30 

96 

69 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



44817 

gsf700698492.hl 

BLASTX 

g4097880 

477 

2.0e-48 

93 

97 

(U70866) polyprotein [Bean pod mottle virus] 
44818 

gsv701043716.hl 

BLASTX 

gl352316 

188 

2.0e-14 

39 
95 

DR1 PROTEIN HOMOLOG >gi_633026_dbj_BAA07288_ 
[Arabidopsis thaliana] 

44819 

gsv701043939.hl 

BLASTN 

g3334755 

47 

8.0e-18 



(D38110) Drl 



7169 



Match length 

% identity 

NCBI Description 



123 
85 



Medicago sativa mRNA for putative arginine/serine-rich 
splicing factor 



Seq. No. 


44820 


Seq. ID 


gsv70104401o .hi 


Method 


BLASTN 


NCBI GI 


gl67072 


BLAST score 


106 


E value 


9. Oe-53 


Match length 


206 


% identity 


88 


NCBI Description 


Barley ubiquitin (mubl) gene, complete cds 


Seq. No. 


44821 


Seq. ID 


gsv701044037 .hi 


Method 


BLASTX 


NCBI GI 


g2828293 


BLAST score 


183 


E value 


5,0e-14 


Match length 


81 


% identity 


44 


NCBI Description 


(AL021687) putative protein [Arabidopsis thai; 


Seq. No. 


44822 


Seq. ID 


gsv701044060.hl 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


186 


E value 


3.0e-14 


Match length 


45 


% identity 


78 


NCBI Description 


(AC004 665) unknown protein [Arabidopsis thali* 


Seq. No. 


44823 


Seq. ID 


gsv701044063.hl 


Method 


BLASTX 


NCBI GI 


g4263789 


BLAST score 


284 


E value 


9.0e-26 


Match length 


83 


% identity 


67 


NCBI Description 


(AC006068) putative monooxygenase [Arabidopsi, 


Seq. No. 


44824 


Seq. ID 


gsv701044122.hl 


Method 


BLASTN 


NCBI GI 


g4432811 


BLAST score 


40 


E value 


2.0e-13 


Match length 


52 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F16D14 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



44825 



7170 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gsv701044144.hl 

BLASTX 

g3377803 

300 

1.0e-27 

78 
83 

(AF075597) Similar to (p)ppGpp synthetase; 
[Arabidopsis thaliana] 



T2H3.9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44826 

gsv701044206.hl 

BLASTX 

g2618689 

374 

5.0e-43 

101 

88 

(AC002510) unknown protein [Arabidopsis thaliana] 
44827 

gsv701044233.hl 

BLASTN 

g2828186 

71 

9.0e-32 

171 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K18I23, complete sequence [Arabidopsis thaliana] 



clone: 



Seq. No. 


44828 


Seq. ID 


gsv701044255.hl 


Method 


BLASTN 


NCBI GI 


g20898 


BLAST score 


44 


E value 


6.0e-16 


Match length 


44 


% identity 


100 


NCBI Description 


Pea U5 snRNA (clone pPSU5.4) 


Seq. No. 


44829 


Seq. ID 


gsv701044271.hl 


Method 


BLASTX 


NCBI GI 


g2462756 


BLAST score 


287 


E value 


5.0e-26 


Match length 


95 


% identity 


42 


NCBI Description 


(AC002292) putative receptor 


Seq. No. 


44830 


Seq. ID 


gsv701044273.hl 


Method 


BLASTN 


NCBI GI 


g710349 


BLAST score 


53 


E value 


5.0e-21 



[Arabidopsis thaliana] 



7171 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161 
83 

Lupinus albus farnesyl pyrophosphate synthase (fpsl) mRNA, 
complete cds 

44831 

gsv701044283.hl 

BLASTN 

gl70053 

116 

1.0e-58 

192 
90 

Soybean ribosomal protein Sll mRNA, 3' end 



44832 

gsv701044304.hl 

BLASTX 

g3913008 

344 

9,0e-33 

78 

83 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 

44833 

gsv701044337.hl 

BLASTN 

gl70071 

261 

1.0e-145 

265 

100 

Soybean calmodulin (SCaM-2) mRNA, complete cds 
44834 

gsv701044357.hl 

BLASTN 

g3193311 

39 

8.0e-13 

167 

81 

Arabidopsis thaliana BAC F6N15 



44835 

gsv701044363.hl 

BLASTN 

g2656026 

41 

6.0e-14 

125 
83 

Arabidopsis thaliana genomic 
MDF20 



DNA, chromosome 5, PI clone: 



7172 



# 







beq. ID 


gsv / u 1U4 4 o / l .ni 


Method 


OT 7\ QTKI 


NCBI GI 


g2736287 


BLAST score 


37 


E value 


1 . Uc 11 


rJatuu leriyuii 


A Q 


% identity 


Q /I 


w^di uescrip tion 






tiJrizj iuKiNA/ compieL.e cos 


beq. no. 


A A ft x7 

4 4 O O / 


beq. id 


rr<3Tr7ni OA A X77 hi 
gSv/UlUfiflO / / .111 


Method 


DT 7\ OfV 

bLAb 1 A 


NCBI GI 


gllUoolo 


BLAST score 


144 


E value 


2.0e-09 


Match length 


o y 


% identity 


40 


NCBI Description 


\A/ooio j casein Kinase 1 [firaoiaopsis unaiianaj 


>gi / y 1 eiTLD Uriol UZ 1J. 1 \ii?/jjD| LaoclU Js.J_iicloC J_ 




[Arabidopsis thaliana] 


beq. no. 


A A Q "3 53 


Seq. ID 


gsv /UlU44jyi.ni 


Method 


BLASTX 


NCBI GI 


g3953458 


BLAST score 


A 1 C 

4 lo 


E value 


o . ue-4 1 


Match length 


o o 


% identity 


yo 


NCBI Description 


(ACUU^ozo) hzUNz.J L^raDiaopsis znananaj 


beq. jmo . 


4 4 (50 y 


beq. id 


gsv /U1U444UO .ni 


Method 


BLASTX 


NCBI GI 


g4006888 


oiiAbi score 


loo 


E value 


1 . ue— 11 


Match length 


67 


% identity 


A O 


NCBI Description 


(Zyy/Uoj putarive protein [AraDictopsis unananaj 


beq. no. 


A A Q A n 
44 (34 U 


beq. ID 


gsv/uiU444o / .ni 


Method 


BLASTX 


NCBI GI 


g2935416 


BLAST score 


ion 


E value 


l . ue _ l o 


Match length 


43 


% identity 


79 


NCBI Description 


(AF047896) isoflavone reductase homolog [Betula pendula] 


Seq. No. 


44841 


Seq. ID 


gsv701044439.hl 


Method 


BLASTX 



7173 



NCBI GI g3925363 

BLAST score 312 

E value 5.0e-29 

Match length 86 

% identity 67 

NCBI Description (AF067961) homeodomain protein [Malus domesticaj 

Seq. No. 44842 

Seq. ID gsv701044440.hl 

Method BLASTX 

NCBI GI g4539459 

BLAST score 153 

E value 2.0e-10 

Match length 58 

% identity 48 t , 

NCBI Description (AL049500) putative protein [Arabidopsis thaliana] 



44843 

gsv701044469.hl 

BLASTN 

g4056429 

67 

2.0e-29 

107 

91 

Arabidopsis thaliana chromosome 1 BAC F508 sequence, 
complete sequence [Arabidopsis thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44844 

gsv701044558.hl 

BLASTX 

g4325343 

192 

3.0e-15 

41 

90 

(AF128393) contains similarity to homeobox domains (Pfam: 
PF00046, Score, 36. 5, E=6.9e-08, N=l) [Arabidopsis thaliana] 



Seq. No. 44845 

Seq. ID gsv701044578.hl 

Method BLASTX 

NCBI GI g2865433 

BLAST score 148 

E value 5.0e-10 

Match length 30 

% identity 83 t 
NCBI Description (AF039374) chromomethylase [Arabidopsis suecica] 

Seq. No. 44846 

Seq. ID gsv701044677.hl 

Method BLASTX 

NCBI GI g4530126 

BLAST score 294 

E value 6.0e-27 

Match length 8 6 

% identity 62 



7174 



NCBI Description 



(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44847 

gsv701044689.hl 

BLASTX 

g2708741 

279 

2.0e-25 

62 

84 

(AC003952) hypothetical protein [Arabidopsis thaliana] 



Seq* No. 


44848 




gsv701044837.hl 


Method 


BLASTN 


NCBI GI 


g3869072 


BLAST score 


45 


E value 


2.0e-16 


Match length 


109 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 


MJB24, complete sequence [Arabidopsis thaliana] 


Seq. No. 


44849 


Seq. ID 


gsv701044839.hl 


Method 


BLASTN 




g217902 


BLAST score 


72 


E value 


2.0e-32 


Match length 


196 


% identity 


84 


NCBI Description 


Catharanthus roseus cyc07 mRNA, complete cds 


Seq. No. 


44850 


Seq. ID 


gsv701044857 .hi 


Method 


BLASTX 


NCBI GI 


gll68189 


BLAST score 


229 


E value 


1.0e-19 


Match length 


60 


% identity 


78 


NCBI Description 


14-3-3-LIKE PROTEIN A (VFA-1433A) >gi_107 6542_p. 


14-3-3 brain protein homolog - fava bean 




>gi 6957 65_emb_CAA88 415_ (Z48504) 14-3-3 brain ] 




homolog [Vicia faba] 


Seq. No. 


44851 


Seq. ID 


gsv701044871.hl 


Method 


BLASTX 


NCBI GI 


g4432839 


BLAST score 


248 


E value 


8.0e-22 


Match length 


80 



PI clone: 



S52899 



% identity 

NCBI Description 



64 



(AC006283) unknown protein [Arabidopsis thaliana] 



7175 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44852 

gsv701044903.hl 

BLASTX 

g2462746 

180 

2.0e-28 

77 

79 

(AC002292) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44853 

gsv701044920.hl 

BLASTX 

g4154092 

180 

9.0e-14 

45 

69 

(Z98533) putative cell division cycle protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44854 

gsv701044924.hl 

BLASTX 

g3821793 

214 

1.0e-19 

55 

82 

(Y11526) casein kinase II alpha subunit 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44855 

gsv701044950.hl 

BLASTN 

gll96896 

184 

3.0e-99 

191 

99 

Glycine max acidic ribosomal protein P0 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44856 

gsv701044954.hl 

BLASTX 

g3228517 

157 

2.0e-23 



65 

(AF007788) 



ETTIN [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44857 

gsv701044955.hl 

BLASTN 

g2905771 

136 



7176 



© 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-70 

155 

97 

Glycine max glyceraldehyde-3 phosphate dehydrogenase 
{ GAPDH ) mRNA, partial cds 

44858 

gsv701044964.hl 

BLASTN 

g288187 

176 

2.0e-94 

223 

95 

V.unguiculata cysteine proteinase inhibitor mRNA 
44859 

gsv701045023.hl 

BLASTX 

g3924596 

206 

8.0e-17 

52 

75 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 

44860 

gsv701045025.hl 

BLASTX 

gl!71978 

208 

5.0e-17 

52 

26 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

44861 

gsv701045026.hl 

BLASTX 

g4139230 

140 

4.0e-09 

51 

59 

(AF109243) mismatch repair protein [Arabidopsis thaliana] 
44862 

gsv701045070.hl 

BLASTN 

g2052028 

258 

1.0e-143 
274 



7177 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

G.max mRNA for glutathione transferase 
44863 

gsv701045076.hl 

BLASTX 

gl432056 

172 

8.0e-13 

46 

76 

(U56834) WRKY3 [Petroselinum crispum] 
44864 

gsv701045143.hl 

BLASTX 

gl076344 

172 

3.0e-14 

61 

60 

kinase-associated protein phosphatase precursor - 
Arabidopsis thaliana 

44865 

gsv701045150.hl 

BLASTN 

g3132697 

37 

1.0e-ll 

73 
88 

Pisum sativum SAR DNA-binding protein (SARBP-2) mRNA, 
complete cds 

44866 

gsv701045203.hl 

BLASTX 

g2245086 

160 

2.0e-ll 

46 

70 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
44867 

gsv701045218.hl 

BLASTX 

gl732517 

283 

7.0e-26 

64 

83 

(U62745) putative cytoskeletal protein [Arabidopsis 
thaliana] 



Seq. No. 



44868 



7178 



© 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gsv701045228.hl 

BLASTN 

gl053048 

65 

2.0e-28 

143 

98 

Glycine max histone H3 gene, partial cds, clone S3 
44869 

gsv701045367.hl 

BLASTN 

gl6508 

116 

1.0e-58 

164 

93 

A.thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 

44870 

gsv701045422.hl 

BLASTX 

g729335 

176 

5.0e-13 

70 
51 

SUCCINATE DEHYDROGENASE (UBIQUINONE) IRON-SULFUR PROTEIN 
PRECURSOR (IP) >gi_508849 (L27705) succinate dehydrogenase 
iron-protein subunit [Drosophila melanogaster] 

44871 

gsv701045437.hl 

BLASTX 

gl856971 

235 

5.0e-20 

49 

90 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

44872 

gsv701045489.hl 

BLASTN 

g2920665 

148 

8.0e-78 

184 

95 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 



Seq. No. 



44873 



7179 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gsv701045513.hl 

BLASTX 

g4512707 

234 

5.0e-20 

76 

63 

(AC006569) hypothetical protein [Arabidopsis thaliana] 



44874 

gsv701045522.hl 

BLASTX 

g3421384 

288 

2.0e-26 

70 

79 

(AF081067) IAA-Ala hydrolase; 
[Arabidopsis thaliana] 



IAA-amino acid hydrolase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44875 

gsv701045571.hl 

BLASTN 

gl69954 

80 

3.0e-37 

80 
100 

Glycine max iron superoxide dismutase (FeSOD) 
complete cds 



itiRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44876 

gsv701045577.hl 

BLASTX 

g4519199 

202 

2.0e-16 

64 

62 

(AB024050) MYC-RP 



[Perilla frutescens] 



44877 

gsv701045641.hl 

BLASTN 

g3510337 

45 

2.0e-16 

133 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19E20, complete sequence [Arabidopsis thaliana] 

44878 

gsv701045706.hl 

BLASTN 

g2687432 

54 



7180 



E value 
Match length 
% identity 
NCBI Description 



© 



1.0e-21 

54 

100 

Plumbago auriculata large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44879 

gsv701045737.hl 

BLASTX 

g4185599 

153 

2.0e-10 

80 

42 

(AB010708) Anthocyanin 5-aromatic acyltransf erase [Gentiana 
triflora] 



Seq. No. 


44880 


Seq. ID 


gsv701045758.hl 


Method 


BLASTX 


NCBI GI 


g3599491 


BLAST score 


271 


E value 


3.0e-24 


Ms 1" phi "IpnrrhH 


64 


% identity 


80 


NCBI Description 


(AF08514 9) putative aminotransferase [Capsicum chinense 


Seq. No. 


44881 


Seq. ID 


gsv701045760.hl 


Method 


BLASTX 


NCBI GI 


g4539345 


BLAST score 


189 


E value 


1.0e-14 


Match length 


55 


% identity 


67 


NCBI Description 


(AL035539) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


44882 


Seq. ID 


gsv701045946.hl 


Method 


BLASTX 


NCBI GI 


g3080396 


BLAST score 


224 


E value 


1.0e-18 


Match length 


57 


% identity 


68 


NCBI Description 


(AL022603) putative protein [Arabidopsis thaliana] 


Seq. No. 


44883 


Seq. ID 


gsv701045988.hl 


Method 


BLASTX 


NCBI GI 


g3023432 


BLAST score 


193 


E value 


4.0e-15 


Match length 


69 


% identity 


62 


NCBI Description 


CAFFEOYL-COA O- METHYL TRANSFERASE ( TRANS -CAFFEOYL-COA 




3-0 -METHYL TRANS FERASE ) ( CCOAMT ) ( CCOAOMT ) 



7181 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1785477_dbj_BAA19102_ (AB000408) caffeoyl-CoA 
3-0-methyl transferase [Populus kitakamiensis] 

44884 

gsv701046033.hl 

BLASTX 

gl805654 

199 

9.0e-16 

89 
45 

(X99972) calmodulin-stimulated calcium-ATPase [Brassica 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44885 

gsv701046210.hl 

BLASTX 

g99737 

184 

3.0e-14 

39 

85 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi__16189_emb_CAA46815_ (X66017) 
NADPH- ferrihemoprotein reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44886 

gsv701046215.hl 

BLASTX 

g2832616 

139 

5.0e-09 

65 
45 

(AL021711) heat shock transcription factor 
[Arabidopsis thaliana] 



like protein 



44887 

gsv701046263.hl 

BLASTN 

g2760829 

42 

1.0e-14 

102 
85 

Arabidopsis thaliana chromosome II BAC F18A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

44888 

gsv701046277.hl 

BLASTN 

g3264762 

73 

4.0e-33 

141 

88 

Prunus armeniaca 40S ribosomal protein S4 (RPS4) mRNA, 



7182 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



complete cds 
44889 

gsv701046292.hl 

BLASTX 

g477094 

332 

1.0e-31 

67 

94 

STE11 protein kinase homolog NPK1 - common tobacco 
44890 

gsv701046387.hl 
BLAST N 
g871769 
33 

3.0e-09 

108 

21 

V.unguiculata mRNA for glycin-rich protein 
44891 

gsv701046403.hl 

BLASTN 

g2606080 

65 

3.0e-28 

173 

84 

Glycine max sucrose synthase (SS) mRNA, complete cds 
44892 

gsv701046466.hl 

BLASTN 

g463251 

64 

1.0e-27 

120 

88 

M.sativa (Nagyszenasi) mRNA for ribosomal protein RL5 
44893 

gsv701046511.hl 

BLASTX 

g2529668 

139 

1.0e-08 

49 

59 

(AC002535) putative photolyase/blue-light receptor 
[Arabidopsis thaliana] >gi_3319288 (AF053366) 
photolyase/blue light photoreceptor PHR2 [Arabidopsis 
thaliana] 

44894 

gsv701046564.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3241945 

206 

9.0e-17 

57 
61 

(AC004625) unknown protein [Arabidopsis thaliana] 
44895 

gsv701046622.hl 

BLASTX 

g3024019 

210 

3.0e-17 

51 

78 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi 2225879_dbj_BAA20876_ (AB004823) eukaryotic initiation 
factor 5A2 [Solanum tuberosum] >gi_2225887_dbj_BAA20880_ 
(AB004827) eukaryotic initiation factor 5A1 [Solanum 
tuberosum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



44896 

gsv701046636.hl 

BLASTX 

g4544402 

192 

5.0e-15 

83 
26 

(AC007047) putative leucine rich repeat protein 
[Arabidopsis thaliana] 

44897 

gsv701046638.hl 

BLASTX 

g3298555 

169 

3.0e-12 

47 
62 

(AC004 681) putative homeobox protein, 3 ? partial 
[Arabidopsis thaliana] 

44898 

gsv701046646.hl 

BLASTN 

g2304954 

243 

1.0e-134 

251 

99 

Glycine max aluminum induced sali5-4a mRNA, complete cds 
44899 

gsv701046654.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4417266 
153 

2.0e-10 

49 
61 

(AC007019) 



hypothetical protein [Arabidopsis thaliana] 



44900 

gsv701046665.hl 

BLASTX 

g!173055 

229 

3-0e-19 

53 
89 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_541961__pir S42497 

ribosomal protein Lll.e - alfalfa >gi_107 6504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa] 

44901 

gsv701046725.hl 

BLASTX 

g2760830 

178 

3.0e-13 

93 

32 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidops 
thaliana] 

44902 

gsv701046727.hl 

BLASTX 

g4415925 

134 

9.0e-15 

53 

72 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 

44903 

gsv701046730.hl 

BLASTX 

gl813329 

144 

3.0e-09 

83 

45 

(AB000637) HMG-1 [Canavalia gladiata] 
44904 

gsv701046765.hl 
BLAST N 
g968901 
53 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



4.0e-21 

171 

87 

Rice mRNA for ribosomal protein S8, complete cds 
44905 

gsv701046782.hl 

BLASTX 

g3252807 

162 

2.0e-20 

79 

68 

(AC004705) hypothetical protein [Arabidopsis thaliana] 
44906 

gsv701046812.hl 

BLASTX 

g3193292 

245 

2.0e-21 

69 

74 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 

44907 

gsv701046820.hl 

BLASTX 

g3790587 

177 

2.0e-13 

71 

58 

(AF079182) RING-H2 finger protein RHF2a [Arabidopsis 
thaliana] 

44908 

gsv701046895.hl 

BLASTN 

gl6508 

136 

1.0e-70 

224 
90 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

44909 

gsv701046951.hl 

BLASTN 

g431269 

43 

4.0e-15 

95 
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% identity 93 

NCBI Description Arabidopsis thaiiana ubiquitin conjugating enzyme (0BC5) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



44910 

gsv701046954.hl 

BLASTN 

gl360083 

44 

1.0e-15 

84 

88 

N.tabacum mRNA for zinc finger protein, BBF2aO 
44911 

gsv701046970.hl 

BLASTX 

g3786006 

361 

9.0e-35 

89 

76 

(AC005499) hypothetical protein [Arabidopsis thaiiana] 
44912 

gsv701047020.hl 

BLASTX 

g2507229 

215 

1.0e-17 

63 

55 

40 KD PEPTIDYL-PROLYL CIS-TRANS I SOME RASE (PPIASE) 

( ROTAMASE ) ( CYCLOPHILIN-4 0 ) ( CYP-4 0 ) ( CYCLOPHILIN- RELATED 

PROTEIN) (ESTROGEN RECEPTOR BINDING CYCLOPHILIN) 

>gi_423247_pir A46579 estrogen receptor-binding 

cyclophilin - bovine >gi_393300_dbj_BAA03159_ (D14074) 
cyclophilin [Bos taurus] 

44913 

gsv701047068.hl 

BLASTN 

gl69980 

50 

3.0e-19 

50 
100 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
44914 

gsv701047073.hl 

BLASTX 

g4574324 

188 

1.0e-14 

84 

54 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF119225) caffeic acid ortho-methyltransf erase [Pinus 
radiata] 



44915 

gsv701047095.hl 

BLASTN 

g456713 

112 

1.0e-56 

132 

96 

Glycine max gene for ubiquitin, 



complete cds 



44916 

gsv701047324.hl 

BLASTX 

g2500930 

386 

1.0e-37 

89 
81 

BETA-FRUCTOFURANOSIDASE PRECURSOR (SUCROSE- 6 -PHOSPHATE 
HYDROLASE) (INVERTASE) >gi_11604 88_emb_CAA59677_ (X85327) 
beta-fructofuranosidase [Pisum sativum] 

44917 

gsv701047330.hl 

BLASTX 

g3024444 

287 

4.0e-26 

88 

60 

SERINE/THREONINE-PROTEIN KINASE PRP4 HOMOLOG >gi_13994 62 
(U48736) serine/threonine-protein kinase PRP4h [Homo 
sapiens] >gi_4506125_ref_NP_003904 . l_pPRP4_ UNKNOWN 

44918 

gsv701047409.hl 

BLASTN 

g4464184 

48 

2.0e-18 

115 

90 

Phaseolus vulgaris lipoxygenase mRNA, complete cds 
44919 

gsv701047420.hl 

BLASTX 

gl743354 

196 

2.0e-15 

47 

74 

(Y0987 6) aldehyde dehydrogenase (NAD+) 



[Nicotiana tabacum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



44920 

gsv701047426.hl 

BLASTX 

g4262149 

351 

1.0e-33 

74 

84 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 

44921 

gsv701047432.hl 

BLASTX 

g4455364 

290 

2.0e-26 

73 

71 

(AL035524 
thaliana] 



senescence-associated protein-like [Arabidopsis 



44922 

gsv701047433.hl 

BLASTN 

g3327043 

276 

1.0e-154 

276 

100 

Homo sapiens mRNA for KIAA0615 protein, complete cds 
44923 

gsv701047495.hl 

BLASTX 

g3176686 

181 

6.0e-14 

60 

55 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 

44924 

gsv701047562.hl 

BLASTN 

g414833 

77 

1.0e-35 

138 

89 

Glycine max (Rab7p) mRNA, complete cds 
44925 

gsv701047608.hl 
BLASTN 
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NCBI GI 


gl236950 


BLAST score 


44 


E value 


7.0e-16 


naLui -LcM.iyL.il 


OZ 


%. "i Honf i 

o -LvJ.cI.lL-L L_y 




lNv^Dl UCoCJTip L ion 


Glycine max nucleoside diphosphate kinase mRNA, complete 




cds 


oeq, NO. 


44 yzo 


^^rr TF) 


gsv /UiU4/ol4. nl 


L11UU. 


Oi-trio 1 IN 


NCBI GI 


gl518539 


BLAST score 


134 


J— i V C3.-L LiG 


x . ue o y 


i/lCiLOil XcIiyL.il 




^ luenLity 


inn 
1U0 


lnudj. uescripnon 


Glycine max UDP-glucose dehydrogenase mRNA, complete cds 


Qrtrt KTj-\ 
oSCJ • JNO . 


44 yz / 


O orT -rp| 


gsv / U1U4 / /bz.nl 


Mpt hod 


OJjfiO i A 


NCBI GI 


g4539437 


BLAST score 


208 


E value 


o . Ue-i / 


rid L-C-XI icJiigcn 


0 / 


% identity 


ol 


incdi uescripuion 


(AL04 9523) putative protein [Arabidopsis thaliana] 


Seq. No. 


44 928 


oeq. iu 


gsv/ 0104 77 7 9. hi 




JDJ_iH.o i A 


NCBI GI 




BLAST score 


319 


E value 


8.0e-30 


ridn-ii xeng in 


o / 


^5 luenciLy 


Q Q 
O 0 


iNUD-L uescription 


(AL0353 94) putative polygalacturonase [Arabidopsis 




thaliana] 


OcvJ[ • IN U . 


4 4 yz y 


Seq. ID 


gsv701047782.hl 


Method 


BLASTX 


NCBI GI 


g2649831 


BLAST score 


156 


E value 


1.0e-10 



Match length 85 
% identity 36 

NCBI Description (AE001051) conserved hypothetical protein [Archaeoglobus 
fulgidus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



44930 

gsv701047812.hl 

BLASTX 

gl076344 

256 

2.0e-25 
85 



7190 



% identity 66 

NCBI Description kinase-associated protein phosphatase precursor 
Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44931 

gsv701047886.hl 

BLASTX 

g2959781 

377 

2.0e-39 

81 

94 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
44932 

gsv701047890.hl 

BLASTX 

gl32939 

117 

6.0e-10 

50 

51 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARP1) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 

44933 

gsv701047893.hl 

BLASTX 

g3335375 

328 

1.0e-31 

81 

85 

(AC003028) putative amidase [Arabidopsis thaliana] 
44934 

gsv701047965.hl 

BLASTX 

g4322421 

232 

1.0e-19 

85 

47 

(AF085230) cadmium resistance factor 1 [Arabidopsis 
thaliana] 

44935 

gsv701047984.hl 

BLASTX 

g2196466 

284 

9.0e-26 

86 
60 

(Y13673) TATA binding protein-associated factor 
[Arabidopsis thaliana] 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



44936 

gsv701047989.hl 

BLASTX 

g3402687 

132 

2.0e-10 

66 
56 

(AC004 697) unknown protein [Arabidopsis thaliana] 
44937 

gsv701048002.hl 

BLASTX 

g4115915 

178 

1.0e-13 

42 

69 

(AF118222) contains similarity to Helix pomatia br-1 
protein (GB: X96994) [Arabidopsis thaliana] 

44938 

gsv701048082.hl 

BLASTX 

g4263522 

203 

3.0e-16 

90 
9 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
44939 

gsv701048092.hl 

BLASTN 

g945038 

146 

1.0e-76 

192 
99 

Glycine max phosphatidylinositol-specif ic phospholipase C 
mRNA, complete cds 

44940 

gsv701048094.hl 

BLASTN 

gl518539 

210 

1.0e-115 

210 

100 

Glycine max UDP-glucose dehydrogenase mRNA, complete cds 
44941 

gsv701048128.hl 

BLASTX 

g4467359 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



117 

2.0e-12 

58 

67 

(AJ002685) Phosphatidylinositol 4-kinase [Arabidopsis 
thaliana] 

44942 

gsv701048129.hl 

BLASTX 

g3337367 

156 

5.0e-ll 

64 

42 

(AC004481) hypothetical protein [Arabidopsis thaliana] 
44943 

gsv701048159.hl 

BLASTN 

g!8644 

133 

7.0e-69 

177 

94 

Soybean mRNA for HMG-1 like protein 
44944 

gsv701048237.hl 

BLASTX 

g3164142 

183 

5.0e-14 

80 

47 

(D78606) cytochrome P450 monooxygenase [Arabidopsis 
thaliana] 

44945 

gsv701048324.hl 

BLASTN 

g4510323 

63 

4.0e-27 

155 

85 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 
cM, complete sequence 

44946 

gsv701048372.hl 

BLASTN 

g3386593 

41 

6.0e-14 

57 

93 
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# 



NCBI Description Arabidopsis thaliana chromosome II BAC F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


44947 


Seq. ID 


gsv701048449.hl 


Method 


BLASTX 


WUrSl bi 


gozy oool 


BLAST score 


146 


E value 


i ♦ ue-oy 


Match length 


67 


% identity 


42 


NCBi Description 


(AF072697) SHYC [Mus musculus] 


Seq. No. 


44948 


Seq. ID 


gsv701048469.hl 


jxiernoa 


fit n n muT 

BLASTN 




gy4o0o6 


BLAST score 


85 


E value 


2 . Oe-40 


Match length 


101 


% identity 


96 


NCBI Description 


Glycine max transcription factor 


Seq. No. 


44949 


Seq. ID 


gsv701048489.hl 


Method 


BLASTX 


NCBI GI 


g2104446 


BLAST score 


151 


E value 


3.0e-10 


Match length 


86 


% identity 


42 


NCBI Description 


(Z95396) WD-repeat protein [Schi 


Spa Mn 




Seq. ID 


gsv701048507.hl 


Method 


BLASTX 


NCBI GI 


g4512663 


BLAST score 


137 


E value 


1.0e-08 


Match length 


74 


% identity 


15 


NCBI Description 


(AC006931) hypothetical protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4544470_gb_AAD22377.1_AC006580__9 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 

44951 

gsv701048510.hl 

BLASTX 

g4309681 

180 

1.0e-13 

79 

52 

(AC006930) R33423_l [Homo sapiens] 



Seq. No. 
Seq. ID 



44952 

gsv701048583.hl 



7194 



II 





OliTlO 1 JLN 


NCBI GI 


g3819163 


BLAST score 


127 


TJ 1 tt 3 1 n £\ 

£j VdlUS 


i . ue oo 


a 4~ Vi 1 An /t4~ V\ 

i v iaucii icny til 




% identity 


QQ 

yo 


iNOBl ucoLIiptJLOIl 


uiycine max ccra gene 


oeq • lno • 


A A Q R "3 




gov / uiu'ioooi , m 




RT.A9TX 


NCBI GI 


g4138912 


BLAST score 


285 


E value 


o . ue z d 




0 O 


% identity 


o / 


NCBI Description 


(AF059487) expansin precursor [Lycopersicon esculentum] 


oeq. No. 


A A <1 C A 

4 49o4 


Qcict T Pi 

oeq. iu 


gsv /uiu4o / uo . ni 




CliHo 1 A 


NCBI GI 


g2578823 


BLAST score 


263 


E value 


T fin O ^ 


riaucn iengr.n 


O / 


% identity 


c o 
Do 


incdi uescription 


^Arsuuuoooj similar to ibKZUUc L^raoiaopsis tnalianaj 


oeq. No. 


A A O C C 

44 9o5 


oeq. iu 


gsv /uiu4o /do . ni 


Mot* Vi <"\r} 

Lie L.HUU 


OloriO 1 A 


NCBI GI 


g2341024 


BLAST score 


191 


E value 


o . ue~io 


l v ioxcq iengi,n 


o / 


% identity 




Ntoi Description 


{ACUUui(J4) Fiypiy.l [Arabiaopsis tnalianaj 


beq* No. 


A A O C /" 

44900 


oeq. iu 


gsv /uiu4oooJ .ni 




rsliAolA 


NCBI GI 


g2623248 


BLAST score 


158 


TP TT ^ 1 lift 

Hj Value 


o . ue - i i 


ricit.cn lengtn 




% identity 


4 4 


inodi Description 


tAiUoUoozj bill isoamyiase [Zea mays] 


oeq. no. 


4 4 yo / 


oeq. ijj 


gsv /uiu4oy/z. ni 


Mcj +■ Vi H 
lit; uiivjv-i 


dt 7\cnpvi 
Dlifio 1 IN 


NCBI GI 


g2735775 


BLAST score 


58 


E value 


2.0e-24 


Match length 


74 


% identity 


95 


NCBI Description 


Marah macrocarpus 18S ribosomal RNA gene, complete sequence 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44958 

gsv701049003.hl 

BLASTX 

g710626 

228 

3.0e-19 

48 
83 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 

44959 

gsv701049025.hl 

BLASTX 

g2244785 

158 

3.0e-ll 

43 
74 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
44960 

gsv701049062.hl 

BLASTX 

g2959781 

241 

6.0e-21 

48 
90 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
44961 

gsv701049067.hl 

BLASTX 

g4455232 

242 

5.0e-21 

45 
89 

(AL035523) putative protein [Arabidopsis thaliana] 
44962 

gsv701049131.hl 

BLASTX 

g3413511 

183 

7.0e-14 

44 

73 

(AJ000265) glucose- 



Seq. No. 
Seq. ID 



oleracea] 
44963 

gsv701049142.hl 



6-phosphate isomerase [Spinacia 



7196 



4§ 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2129471 

357 

3.0e-34 

91 
73 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 
precursor - Scotch pine >gi_1100223 (L32560) 
glyceraldehyde-3-phosphate dehydrogenase [Pinus sylvestris] 

44964 

gsv701049243.hl 

BLASTX 

gl732517 

160 

2.0e-ll 

58 

57 

(U62745) putative cytoskeletal protein [Arabidopsis 
thaliana] 



44965 

gsv701049252.hl 

BLASTX 

g4455331 

215 

1.0e-17 

63 

59 

(AL035525) putative protein 



[Arabidopsis thaliana] 



44966 

gsv701049266.hl 

BLASTX 

g2982301 

222 

2.0e-18 

58 

72 

(AF051235) YGLOlOw-like protein [Picea mariana] 
44967 

gsv701049306.hl 

BLASTX 

gl346396 

154 

2.0e-10 

72 

44 

PUTATIVE RECEPTOR PROTEIN KINASE ZMPK1 PRECURSOR 

>gi_100913_pir S10930 probable receptor protein kinase (EC 

2.7.1.-) precursor - maize >gi_224 32_emb_CAA36611_ (X52384) 
precursor protein (AA -26 to 791) [Zea mays] 
>gi_22436_emb_CAA47962_ (X67733) receptor-like protein 

kinase [Zea mays] >gi_226927_prf 1611404A receptor protein 

kinase [Zea mays] 
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CI 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



44968 

gsv701049432.hl 

BLASTX 

g2760830 

178 

2.0e-14 

77 
55 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

44969 

gsv701049509.hl 

BLASTX 

g2244975 

308 

8.0e-29 

66 

92 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
44970 

gsv701049529.hl 

BLASTX 

g3953466 

332 

2.0e-31 

81 
81 

(AC002328) F20N2.11 [Arabidopsis thaliana] 
44971 

gsv701049530.hl 

BLASTX 

g3337352 

290 

8.0e-28 

87 

77 

(AC004481) putative chromatin structural protein SuptShp 
[Arabidopsis thaliana] 

44972 

gsv701049538.hl 

BLASTN 

g2687725 

118 

4.0e-60 

158 

94 

Glycine max mRNA for putative 2-hydroxydihydrodaidzein 
reductase 

44973 

gsv701049563.hl 

BLASTX 

g2129677 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143 

4.0e-10 

72 
46 

probablel N-acetyltransferase hookless 1 - Arabidopsis 
thaliana >gi_1277090 (U50399) putative N-acetyltransferase 
hooklessl [Arabidopsis thaliana] >gi_1277092 (U50400) 
putative N-acetyltransferase hooklessl [Arabidopsis 
thaliana] >gi_44 68983_emb_CAB38297_ (AL035605) probable 
N-acetyltransferase hookless 1 [Arabidopsis thaliana] 

44974 

gsv701049575.hl 

BLASTX 

g974782 

193 

3.0e-15 

41 

93 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 

44975 

gsv701049592.hl 

BLASTX 

g4510400 

340 

2.0e-32 

72 

81 

(AC006587) putative vacuolar-type H(+)-ATPase [Arabidopsis 
thaliana] 

44976 

gsv701049654.hl 

BLASTX 

g3850587 

359 

2.0e-34 

88 
83 

(AC005278) Strong similarity to gi_2244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 

44977 

gsv701049686.hl 

BLASTX 

g3004548 

158 

6.0e-ll 

74 
42 

(AC003673) unknown protein [Arabidopsis thaliana] 
>gi_4185151 (AC005724) putative methyltransf erase 
[Arabidopsis thaliana] 
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beq. wo. 


A A C\H O 

4 4 9 /o 


beq. ±u 


gsv /uiu4y/io.ni 


T\Aa, +" Vi /*> iH 






y 4 U U DO *± 0 


BLAST score 


154 


E value 


9.0e-ll 


Match length 


bo 


-i <J T> 4** 1 4* t 7 

^ laeiiLiiy 


OU 


NCBI Description 


(AJ131433) selenocysteine methyltransf erase [Astragalus 




bisulcatus] 


Seq. No. 


44979 


beq. lu 


gsv /uiu^y/ou.ni 






NCBI GI 


gl871185 


BLAST score 


292 


E value 


o . ue — z / 


rid. tun icngtii 


0 J 


% identity 


78 


NCBI Description 


(U90439) seven m absentia isolog [Arabidopsis thaliana 


Seq. No. 


44980 


beq. lu 


gsv /ulU49oUo . hi 


l w it5 LllvJtJ. 


IJliriO 1 IN 


NCBI GI 


g439616 


BLAST score 


38 


E value 


4 . Oe-12 


Match length 


DO 


% identity 


78 


JNUni uescription 


Soybean G protein alpha subunit mRNA, complete cds 


Seq. No. 


44981 


beq. ID 


gsv70104 9813 .hi 


i v ietnou 


"DT A C rpv 
OioAb 1 A 


NCBI GI 


g4325369 


BLAST score 


293 


E value 


l . Ue-^D 


Match length 


oo 


% identity 


52 


NCBI Description 


(AF128396) T3H13.3 gene product [Arabidopsis thaliana] 


Seq. No. 


44982 


beq. ID 


gsv701049852 .hi 


Method 


TIT T\ o rpv 


NCBI GI 


g475257 


BLAST score 


248 


E value 


2 . Oe-21 


Match length 


Oj 


% identity 


91 


NCBI Description 


(M95065) similar to ribosomal protein LI 9 [Zea mays] 


Seq. No. 


44983 


Seq. ID 


gsv701049876.hl 


Method 


BLASTX 


NCBI GI 


g4539345 


BLAST score 


266 


E value 


1.0e-23 
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© 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
64 

(AL035539) hypothetical protein [Arabidopsis thaliana] 
44984 

gsv701049893.hl 

BLASTX 

g2388586 

362 

7.0e-35 

85 

85 

(AC000098) Similar to Saccharomyces RAD16 (gb_X78993) . 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44985 

gsv7Q1049911.hl 

BLASTX 

gl220180 

154 

2.0e-10 

74 

49 

(Z69996) dormancy related protein [Trollius ledebourii] 
44986 

gsv701049935.hl 

BLASTX 

g2414593 

167 

5.0e-12 

78 
42 

(Z99258) molybdopterin biosynthesis [Schizosaccharomyces 
pombe] 

44987 

gsv701049936.hl 

BLASTX 

gl856971 

235 

5.0e-20 

49 

90 

(D26058) This gene is specifically expressed at the S phas 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

44988 

gsv701049940.hl 

BLASTX 

g4218116 

153 

2.0e-10 

54 

65 

(AL035353) putative protein [Arabidopsis thaliana] 
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II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44989 

gsv701049951.hl 

BLASTX 

gl086263 

170 

2.0e-12 

75 

48 

TMV resistance protein N - tobacco (Nicotiana glutinosa) 
>gi_558887 (U15605) N [Nicotiana glutinosa] 

44990 

gsv701049969.hl 

BLASTX 

g3047104 

227 

4.0e-19 

85 
55 

(AF058919) No definition line found [Arabidopsis thaliana] 
44991 

gsv701049977.hl 

BLASTN 

g3694834 

153 

9.0e-81 

267 
100 

Glycine max alcohol dehydrogenase Adh-1 gene, partial cds 
44992 

gsv701049982.hl 

BLASTN 

g602564 

53 

3.0e-21 

129 

85 

C.paradisi (Macf) INOl gene 
44993 

gsv701050045.hl 

BLASTX 

g3645899 

198 

1.0e-15 

93 

45 

(U68408) 5 1 end not determined experimentally [Zea mays] 
44994 

gsv701050084.hl 

BLASTX 

g3329386 

251 
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© 



E value 


7.0e-22 


Match length 


88 


% identity 


51 


NCBI Description 


(AF038958) synaptic glycoprotein SC2 spliced variant 




sapiens] 


Seq. No. 


44995 


Seq. ID 


gsv701050091.hl 


Method 


BLASTX 


NCBI GI 


g4567281 


BLAST score 


240 


E value 


1.0e-20 


Match length 


90 


% identity 


48 


NCBI Description 


(AC006841) unknown protein [Arabidopsis thaliana] 


Seq. No. 


44996 


Seq. ID 


gsv701050192.hl 


Method 


BLASTX 


NCBI GI 


g2191168 


BLAST score 


185 


E value 


4.0e-14 


Match length 


60 


% identity 


60 


NCBI Description 


(AF007270) contains similarity to myosin heavy chain 




[Arabidopsis thaliana] 


Seq. No. 


44997 


Seq. ID 


gsv701050203.hl 


Method 


BLASTX 


NCBI GI 


g267036 


BLAST score 


179 


E value 


2.0e-13 


Match length 


72 


% identity 


53 


NCBI Description 


ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 



(STEAROYL-ACP DESATURASE) >giJL69895 (M83199) stearoyl-acyl 
carrier protein desaturase [Simmondsia chinensis] 
>gi 384336 prf 19Q5423A stearoyl-acyl carrier protein 
desaturase [Simmondsia chinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44998 

gsv701050247.hl 

BLASTX 

g2160151 

326 

1.0e-30 

82 

63 

(AC000375) 
(gb_X77260 



Strong similarity to Brassica aspartic protease 
. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



44999 

gsv701050316.hl 

BLASTN 

g2055227 

197 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-107 

261 
94 

Glycine max mRNA for SRC1, complete cds 
45000 

gsv701050403.hl 

BLASTX 

g3334349 

196 

2.0e-15 

49 
73 

GLYCYL-TRNA SYNTHETASE (GLYCINE — TRNA LIGASE) (GLYRS) 
>gi__2564215_emb_CAA05162_ (AJ002062) glycyl-tRNA synthetase 
[Arabidopsis thaliana] 



Seq. No. 


45001 


Seq. ID 


gsv701050489.hl 


Method 


BLASTN 


NCBI GI 


gl808591 


BLAST score 


84 


E value 


1.0e-39 


Match length 


132 




Z> J. 


NCBI Description 


C.arietinum mRNA for I 


Seq. No. 


45002 


Seq. ID 


gsv701050604.hl 


Method 


BLASTN 


NCBI GI 


g473604 


BLAST score 


56 


E value 


7.0e-23 


Match length 


80 


% identity 


93 


NCBI Description 


Zea mays W-22 histone 


Seq. No. 


45003 


Seq. ID 


gsv701050679.hl 


Method 


BLASTX 


NCBI GI 


g2462931 


BLAST score 


130 


E value 


7.0e-14 


Match length 


85 


% identity 


58 


NCBI Description 


(Z83833) UDP-glucose: 




[Arabidopsis thaliana 


Seq. No. 


45004 


Seq. ID 


gsv701050685.hl 


Method 


BLASTX 


NCBI GI 


g3377797 


BLAST score 


283 


E value 


1.0e-25 


Match length 


66 


% identity 


85 


NCBI Description 


(AF075597) Similar to 



SAM-synthetase 



60S ribosome protein L19; coded for 



7204 



# 



by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 


45005 


Seq. ID 


gsv701050694 .hi 


Method 


BLASTN 


NCBI GI 


g454847 


BLAST score 


37 


E value 


1.0e-ll 


Match length 


177 


% identity 


89 


NCBI Description 


Glycine max ribosomal protein Sll gene 


Seq. No. 


45006 


Seq. ID 


gsv701050702 ,hl 


Method 


BLASTN 


NCBI GI 


g454847 


BLAST score 


44 


E value 


4.Qe-16 


Match length 


72 


% identity 


90 


NCBI Description 


Glycine max ribosomal protein Sll gene 


Seq. No. 


45007 


Seq. ID 


gsv701050713.hl 


Method 


BLASTX 


NCBI GI 


g3281855 


BLAST score 


139 


E value 


9.0e-09 


Match length 


82 


% identity 


41 


NCBI Description 


(AL031004) hypothetical protein [Arabi 


Seq. No. 


45008 


Seq. ID 


gsv701050808 .hi 


Method 


BLASTN 


NCBI GI 


g4102896 


BLAST score 


41 


E value 


3.0e-14 


Match length 


41 


% identity 


100 


NCBI Description 


Tilia sp 25S ribosomal RNA gene, parti 


Seq. No. 


45009 


Seq. ID 


gsv701050841.hl 


Method 


BLASTX 


NCBI GI 


g4558672 


BLAST score 


207 


E value 


6.0e-17 


Match length 


44 


% identity 


77 


NCBI Description 


(AC007063) putative 1, 3-beta-D-glucan 




thaliana] 


Seq. No. 


45010 



complete cds 



complete cds 
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# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



gsv701050908.hl 

BLASTN 

g4103958 

197 

1.0e-107 

249 
95 

Phaseolus vulgaris calmodulin (CaM) mRNA, PvCaM-2 allele, 
complete cds 

45011 

gsv701050909.hl 

BLASTN 

g436782 

48 

3.0e-18 

108 
86 

Rice mRNA for cyc07, complete cds 
45012 

gsv701050946.hl 

BLASTX 

g2252839 

159 

2.0e-ll 

60 

48 

(AF013293) Similar to receptor-like protein kinase precusor 
[Arabidopsis thaliana] 

45013 

gsv701050966.hl 

BLASTX 

g3337361 

157 

7.0e-ll 

37 

78 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
45014 

gsv701050983.hl 

BLASTX 

g4490325 

165 

5.0e-12 

63 

52 

(AL035656) hypothetical protein [Arabidopsis thaliana] 
45015 

gsv701051045.hl 

BLASTX 

g3402679 

270 

4.0e-24 



7206 



Match length 


on 


% identity 


bo 


NCBI Description 


tALUU4Dl7 / ) unKaOWn protein LnlaJJi-UUpolo LIJ.d-L_La.llci J 


Seq. No. 


45016 


Seq. ID 


gsv /uiuoiuoi.ni 


Method 




NCBI GI 


g2921500 


BLAST score 


170 


E value 


z . ue— iz 


Maticn lengrn 


/ o 


% identity 


4o 


NCBI Description 


(ArUJ/zzz) AKUuo [rioitio sapiens J 


Seq. No. 


45017 


Seq. ID 


gsv /UlUolUoo . nl 


Method 


ni_Ab IX 


NCBI GI 


g4033735 


BLAST score 


398 


E value 


4 . ue— jy 


Match length 


OJ 


% identity 


89 


NCBI Description 


(ArUo4zo4j spiiceosomai protein oAr ioo [nomo sapiens. 


Seq. No. 


45018 


Seq. ID 


gsv70 105114 o . hi 


Method 


TIT 7\ ^imv 

BLASTX 


NCBI GI 


g3395427 


BLAST score 


122 


E value 


1 . 0e-13 


Matcn lengtn 


OZ 


% identity 


56 


NCBI Description 


(AUUU400-3J unKnown protein _f\raoiQOpsis unananaj 


Seq. No. 


45019 


Seq. ID 


gsv /UlUollo / . ni 


Method 


BLAb IX 


NCBI GI 


«0 O O A O A 

gzozyou 


BLAST score 


166 


E value 


4.0e-12 


Match length 


Dj 


% identity 


R A 
04 


NCBI Description 


helix-loop-helix protein DEL - garden snapdragon >gi_ 




(M84913) DEL [Antirrhinum ma jus] 


Seq. No. 


45020 


Seq. ID 


gsv /ulUblzzy . nl 


Method 


t-)T 7\ C"Tt\7 

BLASTX 


NCBI GI 


g4455360 


BLAST score 


143 


E value 


4 . Oe-09 


Match length 


0 4 


% identity 


9 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq . No . 


45021 


Seq. ID 


gsv701051287.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4580455 

195 

2.0e-15 

44 
89 

(AC006081) 



unknown protein [Arabidopsis thaliana] 



45022 

gsv701051337.hl 

BLASTX 

gll72571 

329 

1.0e-31 

73 
95 

PHOSPHOENOLPYRUVATE CARBOXYKINASE (ATP) 

>gi 1076277 pir S52637 phosphoenolpyruvate carboxykinase 
(ATP) (EC 4. l". 1.49) - cucumber >gi_567102 (L31899) 
phosphoenolpyruvate carboxykinase [Cucumis sativus] 

45023 

gsv701051362.hl 

BLASTX 

gl00226 

336 

5.0e-32 

74 

85 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 


45024 


Seq. ID 


gsv701051368.hl 


Method 


BLASTN 


NCBI GI 


g3202019 


BLAST score 


71 


E value 


8.0e-32 


Match length 


139 


% identity 


88 


NCBI Description 


Medicago sativa 


Seq. No. 


45025 


Seq. ID 


gsv701051372.hl 


Method 


BLASTX 


NCBI GI 


g4455250 


BLAST score 


232 


E value 


1.0e-19 


Match length 


92 


% identity 


27 


NCBI Description 


(AL035523) putat 


Seq. No. 


45026 


Seq. ID 


gsv701051382.hl 


Method 


BLASTX 



7208 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID • 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2217970 
140 

8.0e-09 

89 

20 

(Z97074) p40 [Homo sapiens] 
45027 

gsv701051384.hl 

BLASTN 

g2695860 

99 

2.0e-48 

167 

90 

Pisum sativum mRNA for 

3-deoxy-D-manno-2-octulosonate-8-phosphate synthase, clone 
pPS40 

45028 

gsv701051412.hl 

BLASTX 

gl272349 

153 

3.0e-10 

59 

54 

(U51740) secreted glycoprotein 3 [Ipomoea trifxda] 
45029 

gsv701051427.hl 

BLASTN 

g!66379 

126 

1.0e-64 

280 

74 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 

45030 

gsv701051515.hl 

BLASTN 

g217902 

75 

3.0e-34 

235 

83 

Catharanthus roseus cyc07 mRNA, complete cds 
45031 

gsv701051546.hl 

BLASTN 

g2052028 

279 

1.0e-156 
279 



7209 



% identity 


inn 
1UU 


NCBI Description 


c mav mPKTB fnr rrl ni - ^ "hh i nnp transferase 


Seq. No. 


4 DUoZ 


Seq. ID 


gsv / uiUjij4 .7 • ii -L 


Method 


BLASTN 


NCBI GI 


gl8644 


BLAST score 


154 


E value 


z . ue o x 


Match length 


XoZ 


% identity 




NCBI Description 


oOyDean IUr\±N.rl 1UI n.l v io X X-LJS-e jjiulcj.ii 


Seq. No. 


4 jujj 


Seq. ID 


^■c?tt'7 ni n q hi 
gsv / uj.uoi.Dui? . ii ± 


Method 


BLASTN 


NCBI GI 


g3378649 


BLAST score 


91 


E value 


y . ue— 44 


Match length 


Xo / 


% identity 


O T 

o / 


NCBI Description 


twt c^f iTTs mPKIH franc;! a i~ ■pTmn stlSfisic 


Seq. No. 


/ c n *D yi 

4DU34 


Seq. ID 


gsv /uxuoxooo .nx 


Method 


BLASTX 


NCBI GI 


gl23688 


BLAST score 


153 


E value 


l.Oe-10 


Match length 


41 


% identity 


71 


NCBI Description 


DNAJ rKUliliXJN nUMUXjUo rioux inou ± } ^y-i- 


dnaJ protein homolog - human >gi_32469 




(Xojjoo) nbJXD Lnoino sapxensj 


Seq. No. 


45035 


Seq. ID 


gsv /uxuox / x / .nx 


Method 


DXiAbiiN 


NCBI GI 


gll83936 


BLAST score 


42 


E value 


8 . Ue-lo 


Match length 




% identity 


92 


NCBI Description 


r . SaclVUm. jo J_i\LNri guilts 


Seq. No. 


45036 


Seq. ID 


gsv /uxuox /oo.nx 


Method 


BLASTX 


NCBI GI 


gl710546 


BLAST score 


163 


E value 


9.0e-12 


Match length 


34 


% identity 


88 

60S RIBOSOMAL PROTEIN L36 >gi_1276967 


NCBI Description 


ribosomal protein [Daucus carota] 



activated gene 



284069 pir S23508 



(U47095) putative 



Seq. No. 



45037 



7210 



Seq. ID 


gsv701U51oo9 . hi 


Method 


DT T\o rpVT 


NCBI GI 


g296408 


BLAST score 


173 


E value 


7 . Oe-93 


Match length 


iyj 


% identity 


97 


NCBI Description 


G.max ADR12 niRNA 


Seq. No. 


45038 


Seq. ID 


"~7 A 1 A C "1 A A f "U. "! 

gsv/0105184 6 . hi 


Metnoa 


DLiAb J. A 


NCBI GI 


g3oo 75zz 


BLAST score 


161 


E value 


1.0e-ll 


Match length 


60 


% identity 


r- A 

50 


NCBI Description 


(AC004392) EST gb 




thaliana] 


Seq. No. 


45039 


Seq. ID 


gsv7 0105187 6 .hi 


Method 




NCBI GI 


g2262177 


BLAST score 


267 


E value 


5.0e-24 


Match length 


60 


% identity 


83 



EST gb T04 691 comes from this gene. [Arabidopsis 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



(AC002329) hypothetical protein similar to T18A10.3 
[Arabidopsis thaliana] 

45040 

gsv701051880.hl 

BLASTX 

g3386598 

264 

1.0e-23 

61 

77 

(AC004665) putative cytochrome p450 [Arabidopsis thaliana] 
45041 

gsv701051883.hl 

BLASTN 

g2879810 

70 

2.0e-31 

114 

90 

Lupinus luteus mRNA for ribosomal protein L30 
45042 

gsv701051901.hl 

BLASTN 

g960288 

82 

2.0e-38 



7211 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166 
87 

Ruta graveolens anthranilate synthase alpha-subunit mRNA, 
complete cds 

45043 

gsv701051914.hl 

BLASTX 

g3046693 

396 

4.0e-39 

69 

99 

(AL022140) receptor like protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 


45044 


Seq. ID 


gsv701051953.hl 


Method 


BLASTN 


NCBI GI 


g2565418 


BLAST score 


103 


E value 


5.0e-51 


Match length 


191 


% identity 


88 


NCBI Descriotion 


Onobrychis viciifolia histone H3 mRNA, complete < 


Seq. No. 


45045 


Seq. ID 


gsv701051984.hl 


Method 


BLASTX 


NCBI GI 


g509810 


BLAST score 


168 


E value 


2.0e-12 


Match length 


65 


% identity 


54 


NCBI Description 


(L08468) envelope Ca2+-ATPase [Arabidopsis thali 


Seq. No. 


45046 


Seq. ID 


gsv701051989.hl 


Method 


BLASTN 


NCBI GI 


g408793 


BLAST score 


152 


E value 


3.0e-80 


Match length 


196 


% identity 


95 


NCBI Description 


Glycine soja chloroplast 3-omega faty acid desat 




(Fad3) mRNA, complete cds 


Seq. No. 


45047 


Seq. ID 


gsv701052056.hl 


Method 


BLASTX 


NCBI GI 


g4388818 


BLAST score 


175 


E value 


2.0e-15 


Match length 


85 



% identity 

NCBI Description 



52 

(AC006528) putative pol polyprotein with a Zn-finger CCHC 
type domain (prosite:QDOC50158) and a DDE integrase 



7212 



signature motif [Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



45048 

gsv701052059.hl 

BLASTN 

g4530125 

172 

4.0e-92 

260 

92 

Phaseolus vulgaris receptor-like protein kinase homolog 
RK20-1 mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45049 

gsv701052184.hl 

BLASTN 

g902526 

80 

3.0e-37 

216 

85 

Zea mays clone MubG7 ubiquitin fusion protein gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45050 

gsv701052218.hl 

BLASTX 

g2760830 

346 

3.0e-33 

70 

89 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45051 

gsv701052240.hl 

BLASTX 

g2911059 

200 

4.0e-16 

67 

72 

(AL021961) putative protein [Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45052 

gsv701052317.hl 

BLASTX 

g437327 

250 

7.0e-22 

62 

73 

(L04497) MYB A; putative [Gossypium hirsutum] 



Seq. No. 
Seq. ID 



45053 

gsv701052338.hl 



7213 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g904153 

116 

1.0e-58 

272 
96 

Glycine max FAD2-2 microsomal omega-6 desaturase mRNA, 
complete cds 

45054 

gsv701052379.hl 

BLASTX 

g4262186 

343 

1.0e-32 

97 

68 

(AC005508) Highly similar to cullin 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



45055 

gsv701052481.hl 

BLASTX 

g4567235 

188 

5.0e-26 

78 

71 

(AC007119) putative phosphatidylinositol/phophatidyl choline 
transfer protein [Arabidopsis thaliana] 



45056 

gsv701052483.hl 

BLASTN 

g3869074 

36 

6.0e-ll 

48 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MMI9, complete sequence [Arabidopsis thaliana] 



PI clone: 



45057 

gsv701052506.hl 

BLASTN 

g3449320 

39 

9.0e-13 

59 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRB17, complete sequence [Arabidopsis thaliana] 

45058 

gsv701052512.hl 

BLASTX 

g2832625 



PI clone: 



7214 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191 

7.0e-15 

45 

78 

(AL021711) putative protein [Arabidopsis thaliana] 
45059 

gsv701052527.hl 

BLASTN 

g3449334 

32 

1.0e-08 

100 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45060 

gsv701052540.hl 

BLASTN 

g3264758 

36 

6.0e-ll 

60 
90 

Prunus armeniaca 
complete cds 



40S ribosomal protein S8 (RPS8) raRNA, 



Seq. No. 


45061 


Seq. ID 


gsv701052547.hl 


Method 


BLASTN 


NCBI GI 


g3298610 


BLAST score 


57 


E value 


2.0e-23 


Match length 


109 


% identity 


88 


NCBI Description 


Arabidopsis thaliana BAC T2H3 


Seq. No. 


45062 


Seq. ID 


gsv701052569.hl 


Method 


BLASTN 


NCBI GI 


g2565339 


BLAST score 


94 


E value 


1.0e-45 


Match length 


214 


% identity 


86 


NCBI Description 


Lupinus luteus ribosomal prot« 




cds 


Seq. No. 


45063 


Seq. ID 


gsv701052585.hl 


Method 


BLASTX 


NCBI GI 


gl362103 


BLAST score 


334 


E value 


1.0e-31 


Match length 


64 


% identity 


94 



(rpsl4) mRNA, complete 



7215 



# 



NCBI Description ubiquitin conjugating enzyme - tomato 

>gi_886679_enib_CAA58111_ (X82938) ubiquitin conjugating 
enzyme [Lycopersicon esculentum] 



Seq. No. 


45064 


Seq. ID 


gsv701052594.hl 


Method 


BLASTN 


NCBI GI 


gll84192 


BLAST score 


57 


E value 


2.0e-23 


Match length 


109 


% identity 


88 


NCBI Description 


A.thaliana mRNA 


Seq. No. 


45065 


Seq. ID 


gsv701052602.hl 


Method 


BLASTN 


NCBI GI 


g3327922 


BLAST score 


44 


E value 


1.0e-15 


Match length 


88 


% identity 


88 


NCBI Description 


Arabidopsis thai 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45066 

gsv701052642.hl 

BLASTX 

g4063751 

144 

2.0e-09 

38 

63 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb__AAD214 95.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

45067 

gsv701052655.hl 

BLASTX 

gll70659 

199 

8.0e-16 

76 
50 

KINESIN-LIKE PROTEIN KIF4 >gi_1083417_pir A54803 

microtubule-associated motor KIF4 - mouse 
>gi_563773_dbj_BAA02167_ (D12646) KIF4 [Mus musculus] 

45068 

gsv701052718.hl 

BLASTX 

g2832622 

163 

8.0e-12 

63 
49 



7216 



NCBI Description 



Seq* No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AL021711) cyclic phosphodiesterase 
[Arabidopsis thaliana] 



like protein 



45069 

gsv701052780.hl 

BLASTX 

g960291 

219 

4.0e-18 

49 

88 

(L34344) anthranilate synthase alpha subunit 
graveolens] 



[Rut a 



45070 

gsv701052930.hl 

BLASTX 

gl40400 

265 

2.0e-23 

69 

75 

HYPOTHETICAL 37.2 KD PROTEIN IN CHAl-PRDl INTERGENIC REGION 

>gi 83176_pir S19389 hypothetical protein YCL059c - yeast 

(Saccharomyces cerevisiae) >gi_5300_emb_CAA42386_ (X59720) 
YCL059c, len:316 [Saccharomyces cerevisiae] 

45071 

gsv701052976.hl 

BLASTN 

g2281081 

38 

4.0e-12 

70 
89 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

45072 

gsv701053014.hl 

BLASTX 

g3128228 

263 

1.0e-23 

55 
91 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

45073 

gsv701053054.hl 

BLASTX 

g3860247 

291 

1.0e-26 
56 



7217 



o 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

(AC005824) 



unknown protein [Arabidopsis thaliana] 



45074 

gsv701053061.hl 

BLASTX 

g3335354 

191 

4.0e-15 

73 

55 

(AC004512) This gene is continued from gene F5I14.1 from 
BAC sequence gb_AC001229 from A. thaliana. EST gb_AA585814 
comes from this gene. [Arabidopsis thaliana] 



45075 

gsv701053141.hl 

BLASTX 

g2078350 

194 

5.0e-15 

105 

41 

(U95923) transaldolase 



[Solanum tuberosum] 



45076 

gsv701053150.hl 

BLASTN 

g2791947 

52 

2.0e-20 

121 

86 

Lupinus luteus mRNA for ribosomal protein L13a 
45077 

gsv701053193.hl 

BLASTX 

g3413716 

115 

2.0e-12 

51 
80 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643589 (AC005395) unknown protein [Arabidopsis 
thaliana] 

45078 

gsv701053238.hl 

BLASTX 

g2275202 

397 

6.0e-39 

93 

72 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 



7218 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45079 

gsv701053255.hl 

BLASTX 

gl345592 

145 

2.0e-09 

53 

66 

14-3-3-LIKE PROTEIN GF14 EPSILON >gi_1022778 
epsilon isoform [Arabidopsis thaliana] 



(U36446) GF14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45080 

gsv701053328.hl 

BLASTN 

g4103958 

185 

1.0e-100 

240 

95 

Phaseolus vulgaris calmodulin 
complete cds 



(CaM) mRNA, PvCaM-2 allele, 



45081 

gsv701053385.hl 

BLASTX 

g3510261 

130 

2.0e-16 

70 
63 

(AC005310) hypothetical protein [Arabidopsis thaliana] 
45082 

gsv701053401.hl 

BLASTX 

g2506276 

228 

4 .Oe-19 

81 

59 

RUBISCO SUBUNIT BINDING- PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_2129561_pir S71235 chaperonin-60 alpha chain - 

Arabidopsis thaliana >gi_1223910 (U4 9357) chaperonin-60 
alpha subunit [Arabidopsis thaliana] 

>gi_4510416_gb_AAD21502.1_ (AC006929) putative rubisco 
binding protein alpha subunit [Arabidopsis thaliana] 

45083 

gsv701053612.hl 

BLASTN 

g414665 

62 

8.0e-27 

62 

100 



7219 



II 



NCBI Description G.max gene for coproporphyrinogen oxidase 

Seq. No. 45084 

Seq. ID gsv701053727.hl 

Method BLASTX 

NCBI GI g4204263 

BLAST score 218 

E value 5.0e-18 

Match length 73 

% identity 55 

NCBI Description (AC005223) 40409 [Arabidopsis thaliana] 

Seq. No. 45085 

Seq. ID gsv701053807.hl 

Method BLASTX 

NCBI GI gll71429 

BLAST score 38 6 

E value 1.0e-37 

Match length 90 

% identity 45 

NCBI Description (U44028) CKC [Arabidopsis thaliana] 

Seq. No. 45086 

Seq. ID gsv701053878.hl 

Method BLASTN 

NCBI GI g395071 

BLAST score 133 

E value 8.0e-69 

Match length 181 

% identity 93 

NCBI Description V.faba guanine nucleotide regulatory protein mRNA, complete 
CDS 

Seq. No. 45087 

Seq. ID gsv701053935.hl 

Method BLASTX 

NCBI GI g2852447 

BLAST score 325 

E value 1.0e-30 

Match length 84 

% identity 70 

NCBI Description (D88206) protein kinase [Arabidopsis thaliana] 

Seq. No. 45088 

Seq. ID gsv701053971.hl 

Method BLASTX 

NCBI GI g3928543 

BLAST score 236 

E value 4.0e-20 

Match length 84 

% identity 51 

NCBI Description (AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 

Seq. No. 45089 

Seq. ID gsv701053982.hl 

Method BLASTN 



7220 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g886099 
114 

2.0e-57 

154 

94 

Glycine max putative water channel protein (Pipl) mRNA, 
complete cds 

45090 

gsv701053989.hl 

BLASTX 

g3522941 

178 

2.0e-13 

41 

76 

(AC004411) putative peptide chain release factor 
[Arabidopsis thaliana] 

45091 

gsv701054015.hl 

BLASTX 

g4469009 

430 

8.0e-43 

93 

90 

(AL035602) putative protein [Arabidopsis thaliana] 



45092 

gsv701054029.hl 

BLASTN 

g473216 

61 

7.0e-26 

197 

83 

P. sativum (little marvel) 



HSC71.0 mRNA 



45093 

gsv701054081.hl 

BLASTN 

g3241923 

41 

6.0e-14 

225 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MMN10, complete sequence [Arabidopsis thaliana] 

45094 

gsv701054091.hl 

BLASTN 

g458339 

137 

3.0e-71 
189 



PI clone 



7221 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

Vigna radiata clone pVR-AC02 

1-aminocyclopropane-l-carboxylate oxidase homolog mRNA, 
partial cds 

45095 

gsv701054134.hl 

BLASTX 

g3080447 

162 

2.0e-ll 

37 

76 

(AL022605) putative protein [Arabidopsis thaliana] 



Seq. No. 


45096 


Seq. ID 


gsv701054138.hl 


Method 


BLASTX 


NCBI GI 


g3297821 


BLAST score 


285 


E value 


8.0e-26 


Match length 


91 


% identity 


18 


NCBI Description 


(AL031032) extensin-like protein [Arabidopsis thaliana] 


Seq. No. 


45097 


Seq. ID 


gsv701054155.hl 


Method 


BLASTX 


NCBI GI 


gl946372 


BLAST score 


154 


E value 


2.0e-10 


Match length 


35 


% identity 


80 


NCBI Description 


(U93215) yeast hypothetical protein YDB1_SCHP0 isolog 




[Arabidopsis thaliana] 


Seq. No. 


45098 


Seq. ID 


gsv701054168.hl 


Method 


BLASTX 


NCBI GI 


g3337366 


BLAST score 


223 


E value 


1.0e-18 


Match length 


83 


% identity 


52 


NCBI Description 


(AC004481) unknown protein [Arabidopsis thaliana] 


Seq. No. 


45099 


Seq. ID 


gsv701054174.hl 


Method 


BLASTX 


NCBI GI 


g3885342 


BLAST score 


145 


E value 


3.0e-09 


Match length 


41 



% identity 63 

NCBI Description (AC005623) putative DNA polymerase [Arabidopsis thaliana] 



Seq. No. 45100 

7222 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



gsv701054224.hl 

BLASTN 

g2337888 

34 

9.0e-10 

78 
86 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

45101 

gsv701054241.hl 

BLASTN 

g669002 

55 

3.0e-22 

155 

88 

Glycine max calnexin mRNA, complete cds 



45102 

gsv701054251.hl 

BLASTN 

gl69980 

82 

2.0e-38 

189 

87 

Soybean heat-shock protein 



(Gmhsp26-A) gene, complete cds 



45103 

gsv701054280.hl 

BLASTX 

g4538965 

137 

1.0e-08 

82 

40 

(AL049488) hypothetical protein [Arabidopsis thaliana] 
45104 

gsv701054287.hl 

BLASTN 

gl8764 

182 

4.0e-98 

213 

97 

G.max tefSl gene for elongation factor EF-la 
45105 

gsv701054289.hl 

BLASTX 

g2735841 

204 

2.0e-16 

77 



7223 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

(AF010283) No definition line found [Sorghum bicolor] 
45106 

gsv701054379.hl 

BLASTX 

g3080385 

245 

2.0e-21 

71 

66 

(AL022603) serine/threonine protein kinase [Arabidopsis 
thaliana] >gi_3402760_emb_CAA20206. 1__ (AL031187) 
serine/threonine kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45107 

gsv701054406.hl 

BLASTX 

g462187 

287 

4.0e-26 

86 

74 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_282928_pir A42906 serine 

hydroxymethyltransferase - garden pea >gi_169158 (M87649) 
serine hydroxymethyltransferase [Pisum sativum] 

45108 

gsv701054424.hl 

BLASTX 

g2911042 

156 

1.0e-10 

44 

64 

(AL021961) Phosphoglycerate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



45109 

gsv701054426.hl 

BLASTX 

g2795806 

354 

6.0e-34 

87 

77 

(AC003674) unknown protein [Arabidopsis thaliana] 
45110 

gsv701054585.hl 

BLASTX 

g3549626 

218 

4.0e-18 



7224 



o 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 
49 

(AJ009696) 



wall-associated kinase 1 [Arabidopsis thaliana] 



45111 

gsv701054591.hl 

BLASTX 

g3522956 

146 

1.0e-09 

81 
47 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 

45112 

gsv701054633.hl 

BLASTX 

g4038035 

131 

9.0e-ll 

56 

73 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 

45113 

gsv701054642.hl 

BLASTX 

g2651310 

177 

3.0e-13 

86 

37 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 

45114 

gsv701054762.hl 

BLASTN 

g2905779 

114 

2.0e-57 

114 

100 

Glycine max hydroxyproline-rich glycoprotein (hrgp) mRNA, 
partial cds 

45115 

gsv701054773.hl 

BLASTX 

g3152566 

192 

6.0e-27 

83 

70 

(AC002986) Similar to hypothetical protein YLR002c, 



7225 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_Z7314 from S. cerevisiae. [Arabidopsis thaliana] 



45116 

gsv701054826.hl 

BLASTN 

gll61251 

99 

2.0e-48 

179 

89 

Glycine max nucleosome assembly protein 1 
complete cds 



(SNAP-1) mRNA, 



45117 

gsv701054831.hl 

BLASTX 

g3157936 

392 

2.0e-38 

90 

69 

(AC002131) Contains similarity to NFATc3 gb_U28807 from Mus 
musculus. [Arabidopsis thaliana] 

45118 

gsv701054890.hl 

BLASTX 

g3914056 

272 

2.0e-24 

66 

77 

DNA MISMATCH REPAIR PROTEIN MSH2 >gi_2522362 (AF002706) 
MutS homolog 2 [Arabidopsis thaliana] >gi_2522364 

(AF003005) MutS homolog 2 [Arabidopsis thaliana] 
>gi_2547236 (AF02654 9) DNA mismatch repair protein MSH2 

[Arabidopsis thaliana] 

45119 

gsv701054924.hl 

BLASTX 

g3273202 

247 

2.0e-21 

82 
65 

(AB010918) responce reactor4 [Arabidopsis thaliana] 
45120 

gsv701054957.hl 

BLASTN 

g2160155 

32 

5.0e-09 

76 

86 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 



7226 



1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45121 

gsv701054964.hl 

BLASTX 

g585536 

177 

3.0e-13 

68 
51 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA5578 6_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45122 

gsv701055058.hl 
BLAST N 
gl498333 
113 

6.0e-57 

113 

100 

Glycine max actin (Soy57) gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45123 

gsv701055152.hl 

BLASTX 

g3819699 

159 

4.0e-ll 

79 
46 

(AJ009609) BnMAP4K alpha2 



[Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45124 

gsv701055162.hl 

BLASTX 

g2072393 

457 

5.0e-46 

91 

97 

(U29168) similar to human Xeroderma pigmentosum group B DNA 
repair protein, Swiss-Prot Accession Number P19447 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45125 

gsv701055206.hl 

BLASTX 

g2832707 

141 

5.0e-09 

38 
82 

(AL021713) translation initiation factor eIF-2 gamma 



7227 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chain-like protein [Arabidopsis thaliana] 
45126 

gsv701055216.hl 

BLASTX 

g4490316 

172 

1.0e-12 

82 
49 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
45127 

gsv701055359.hl 

BLASTX 

g285395 

184 

5.0e-14 

74 
46 

ribosomal protein L13 homolog - Haemophilus somnus 
>gi_241866_bbs_75164 (S75161) ribosomal protein L13 
homolog=rplM [Haemophilus somnus, HS25, Peptide, 142 aa] 
[Haemophilus somnus] 

45128 

gsv701055380.hl 

BLASTX 

g3776579 

328 

6.0e-31 

62 

95 

(AC005388) Strong similarity to F22013.22 gi_3063460 myosin 
homolog from A. thaliana BAC gb_AC003981. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45129 

gsv701055405.hl 

BLASTN 

g!70073 

205 

1.0e-112 

251 

96 

Soybean calmodulin (SCaM-3) mRNA, complete cds 
45130 

gsv701055479.hl 

BLASTN 

g!732360 

42 

2.0e-14 

74 
89 

Malus domestica translation initiation factor 2 
(eIF-2beta) mRNA, partial cds 



beta 



7228 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45131 

gsv701055484.hl 

BLASTN 

g217902 

74 

1.0e-33 

234 
83 

Catharanthus roseus cyc07 mRNA, complete cds 
45132 

gsv701055514.hl 

BLASTX 

g3122933 

274 

2.0e-24 

81 

60 

PUTATIVE QUEUINE TRNA-RIBOSYLTRANSFERASE ( TRNA- GUANINE 
TRANSGLYCOSYLASE) (GUANINE INSERTION ENZYME) 
>gi_3881825_emb_CAA98076_ (Z73899) Similarity to 
Haemophilus Queuine tRNA-ribosyltransf erase (SW: TGT_HAEIN) 
[Caenorhabditis elegans] 

45133 

gsv701055548.hl 

BLASTX 

g2459420 

393 

2.0e-38 

77 

99 

(AC002332) putative ribosomal protein L17 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45134 

gsv701055573.hl 

BLASTX 

g2911070 

309 

1.0e-28 

90 

62 

(AL021960) hypothetical protein [Arabidopsis thaliana] 
45135 

gsv701055637.hl 

BLASTX 

g3080375 

324 

2.0e-30 

84 

71 

(AL022580) putative protein [Arabidopsis thaliana] 



Seq. No. 



45136 



7229 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gsv701055674.hl 

BLASTX 

g3927831 

212 

2.0e-17 

52 
73 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45137 

gsv701055739.hl 

BLASTX 

g4220514 

228 

3.0e-19 

54 

76 

(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45138 

gsv701055762.hl 

BLASTN 

g2905779 

59 

1.0e-24 

144 

93 

Glycine max hydroxyproline-rich glycoprotein (hrgp) rriRNA, 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45139 

gsv701055785.hl 

BLASTX 

g4204293 

374 

2.0e-36 

77 

87 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45140 

gsv701055814.hl 

BLASTX 

g2244902 

253 

5.0e-22 

93 

57 

{Z97339) allene oxide synthase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



45141 

gsv701055834.hl 

BLASTN 

g2444419 

188 



7230 



E value 
Match length 
% identity 
NCBI Description 



1.0e-101 

199 
99 

Glycine max ribosome-associated protein p40 mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45142 

gsv701055886.hl 

BLASTX 

g3600039 

183 

3.0e-30 

88 

65 

(AF080119) similar to Schizosaccharomyces pombe isp4 
protein (GB:D14061) [Arabidopsis thaliana] 

45143 

gsv701055922.hl 

BLASTX 

g3021268 

416 

4.0e-41 

94 

82 

(AL022347) putative protein [Arabidopsis thaliana] 
45144 

gsv701056147.hl 

BLASTX 

g4220529 

331 

3.0e-31 

93 

71 

(AL035356) putative protein [Arabidopsis thaliana] 
45145 

gsv701056213.hl 

BLASTX 

gll74599 

433 

4.0e-45 

94 

100 

TUBULIN BETA- 2 CHAIN >gi_107 665 9_pir S507 4 8 beta-tubulin 

potato >gi_609270_emb_CAA83853_ (Z33402) beta-tubulin 
[Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45146 

gsv701056219.hl 

BLASTX 

g2444271 

391 

1.0e-39 

97 

77 



7231 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



(AF019637) putative amino acid or GABA permease 
[Arabidopsis thaliana] 

45147 

gsv701056237.hl 

BLASTN 

g20755 

93 

6.0e-45 

172 

98 

P. sativum mRNA rab for ras-related GTP-binding protein 
45148 

gsv701056318.hl 

BLASTX 

g3834323 

160 

3.0e-ll 

53 
53 

(AC005679) F9K20.25 [Arabidopsis thaliana] 



45149 

gsv701056421.hl 

BLASTN 

g2780782 

246 

1.0e-136 

266 

98 

Homo sapiens OS- 



9 mRNA, complete cds 



45150 

gsv701056449.hl 

BLASTN 

gl006656 

270 

1.0e-150 

270 

100 

H. sapiens mRNA for cathepsin C 

>gi_450314 0_ref_NM_001814.1_CTSC_ Homo sapiens cathepsin C 
(CTSC) mRNA 

45151 

gsv701056451.hl 

BLASTX 

g3687230 

258 

I. 0e-22 

82 
62 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
45152 

gsv701056511.hl 



7232 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g3152584 

172 

2.0e-12 

55 

64 

(AC002986) 



YUP8H12R.31 [Arabidopsis thaliana] 



45153 

gsv701056581.hl 

BLASTN 

g3378649 

93 

6.0e-45 

193 

87 

M.sativa mRNA translated from abscisic activated gene 
45154 

gsv701056615.hl 

BLASTX 

g4490316 

207 

1.0e-16 

59 

58 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
45155 

gsv701056647.hl 

BLASTX 

g630724 

148 

9.0e-10 

66 

50 

R07E5.1 protein (clone R07E5) - Caenorhabditis elegans 
>gi_3878945_emb__CAA83621_ (Z32683) cDNA EST EMBL:Z14902 
comes from this gene; cDNA EST EMBL:M89155 comes from this 
gene; cDNA EST yk212gl2.3 comes from this gene; cDNA EST 
yk212gl2.5 comes from this gene; cDNA EST yk403b9.3 comes 
from this gene; cDNA ES 

45156 

gsv701056674.hl 

BLASTX 

g2980768 

157 

7.0e-ll 

73 

48 

(AL022198) putative protein [Arabidopsis thaliana] 
45157 

gsv701056816.hl 

BLASTX 

g2832708 



7233 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297 

3.0e-27 

88 

65 

(AL021713) beta-1, 3-glucanase-like protein [Arabidopsis 
thaliana] 



45158 

gsv701056828.hl 

BLASTX 

g4322940 

330 

4.0e-31 

79 
38 

(AF096299) DNA-binding protein 2 



[Nicotiana tabacum] 



45159 

gsv701056831.hl 

BLASTX 

g3860247 

209 

6.0e-17 

43 

93 

(AC005824) unknown protein [Arabidopsis thaliana] 
45160 

gsv701056883.hl 

BLASTX 

g4455237 

256 

2.0e-22 

56 

88 

(AL035523) ubiquitin activating enzyme-like protein 
[Arabidopsis thaliana] 

45161 

has700548118.hl 

BLASTX 

g3176662 

220 

2.0e-18 

48 

77 

(AC004393) Similar to mannosyl-oligosaccharide glucosidase 
gb_X87237 from Homo sapiens. [Arabidopsis thaliana] 

45162 

has700548195.hl 

BLASTN 

g296444 

242 

1.0e-134 

257 

99 



7234 



NCBI Description G.max ADR 6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45163 

has700548208.hl 

BLASTX 

g4417287 

187 

2.0e-14 

76 
51 

(AC007019) unknown protein [Arabidopsis thaliana] 
45164 

has700548245.hl 

BLASTX 

g!402900 

317 

1.0e-29 

90 
69 

(X98322) peroxidase [Arabidopsis thaliana] 
>gi_1429219_emb_CAA67312_ (X98776) peroxidase ATP13a 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45165 

has700548258.hl 

BLASTX 

g4314370 

283 

1.0e-25 

74 

70 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
45166 

has700548261.hl 

BLASTX 

g3402690 

356 

3.0e-34 

89 

72 

(AC004 697) hypothetical protein, 3 f partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45167 

has700548276.hl 

BLASTX 

g3850584 

283 

1.0e-25 

83 
66 

(AC005278) ESTs gb_H37641 and gb_AA651422 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 



45168 



7235 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



has700548279.hl 

BLASTX 

g3522956 

234 

7.0e-20 

88 

49 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 

45169 

hrw701056908.hl 

BLASTX 

g4567274 

438 

8.0e-44 

87 

87 

(AC006841) putative cysteine proteinase precursor 
[Arabidopsis thaliana] 



Seq. No. 


45170 


Seq. ID 


hrw701057038.h2 


Method 


BLASTN 


NCbi bl 


gzoU4 i?o 4 


BLAST score 


262 


E value 


1.0e-146 


Match length 


266 


% identity 


100 


NCBI Description 


Glycine max aluminum induced sali5-4a mRNA, 


Seq. No. 


45171 


Seq. ID 


hrw701057042.h2 


Method 


BLASTX 


NCBI GI 


gl083217 


BLAST score 


164 


E value 


1.0e-ll 


Match length 


64 


% identity 


48 


NCBI Description 


alpha-mannosidase (EC 3.2.1.24) - mouse >gi 




alpha-mannosidase [Mus musculus] 


Seq. No. 


45172 


Seq. ID 


hrw701057063.h2 


Method 


BLASTX 


NCBI GI 


gl814401 


BLAST score 


150 


E value 


5.0e-10 


Match length 


37 


% identity 


70 


NCBI Description 


(U84888) phosphoglucomutase [Mesembryanthem 


Seq. No. 


45173 


Seq. ID 


hrw701057210.hl 


Method 


BLASTX 


NCBI GI 


g3047104 


BLAST score 


148 



(U03457) 



7236 



E value 


5.0e-10 


Match length 


47 


% identity 


57 


NCBI Description 


(AF058 919) No definition line found [Arabidopsis thaliana 


Seq. No. 


45174 


Seq, ID 


hrw701057224 .hi 


Method 


BLASTN 


NCBI GI 


g310560 


BLAST score 


118 


E value 


4.0e-60 


Match length 


150 


% identity 


95 


NCBI Description 


Soybean ascorbate peroxidase mRNA, complete cds 


Seq. No. 


45175 


Seq. ID 


hrw701057241.hl 


Method 


BLASTN 


NCBI GI 


gl055367 


ijunij i o Vw-* J- ^ 


76 


E value 


5.0e-35 


Match length 


124 


% identity 


90 


NCBI Description 


Glycine max ribulose-1, 5-bisphosphate carboxylase small 




subunit mRNA, complete cds 


Seq. No. 


45176 


Seq. ID 


hrw701057301.hl 


Method 


BLASTN 


NCBI GI 


g3478668 


BLAST score 


226 


E value 


1.0e-124 


Match length 


270 


% identity 


96 


NCBI Description 


Homo sapiens PAC clone DJ0620P06 from 7p21-p22, complete 




sequence [Homo sapiens] 


Seq. No. 


45177 


Seq. ID 


hrw701057307,hl 


Method 


BLASTN 


NCBI GI 


g3043721 


BLAST score 


250 


E value 


1.0e-138 


Match length 


266 


% identity 


98 


NCBI Description 


Homo sapiens mRNA for KIAA0599 protein, partial cds 


Seq. No. 


45178 


Seq. ID 


hrw701057309.hl 


Method 


BLASTN 


NCBI GI 


g4003384 


BLAST score 


241 


E value 


1.0e-133 


Match length 


270 


% identity 


97 


NCBI Description 


Homo sapiens genomic DNA of 8p21.3-p22 anti-oncogene of 




hepatocellular colorectal and non-small cell lung cancer 



7237 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



segment 7/11 
45179 

hrw701057310.hl 

BLASTN 

g434770 

240 

1.0e-132 

264 

98 

Human mRNA for KIAA0111 gene, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45180 

hrw701057312.hl 

BLASTN 

g3327379 

207 

1.0e-113 

238 

73 

Homo sapiens small proline-rich protein 1 
complete cds 



(SPRR1A) gene, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45181 

hrw701057314.hl 

BLASTN 

g432361 

198 

1.0e-107 

262 

94 

Human mRNA for ribosomal protein L37, complete cds 

>gi_4 50664 0_ref_NM_000 997. 1_RPL37_ Homo sapiens ribosomal 

protein L37 {RPL37 ) mRNA 

45182 

hrw701057317.hl 

BLASTN 

g291926 

216 

1.0e-118 

255 

97 

Homo sapiens cystatin B mRNA, complete cds 
45183 

hrw701057318.hl 

BLASTN 

g264772 

269 

1.0e-150 

277 

100 

thymosin beta-10 [human, metastatic melanoma cell line, 
mRNA, 453 nt] 



Seq. No. 



45184 



7238 



Seq. ID 


hrw701057321.hl 


Method 


BLASTN 


NCBI GI 


g32106 


BLAST score 


239 


E value 


1.0e-132 


Match length 


268 


% identity 


96 


NCBI Description 


Human gene for hi stone ] 


Seq* No. 


45185 


Seq. ID 


hrw701057323.hl 


Method 


BLASTN 


NCBI GI 


g2264345 


BLAST score 


251 


E value 


1.0e-139 


Match length 


271 


% identity 


99 


NCBI Description 


Homo sapiens GOK (STIM1 



>gi_4507268jrefJNM_003156.1_STIMl_ Homo sapiens stromal 
interaction molecule 1 (STIM1) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45186 

hrw701057324.hl 

BLASTN 

gl84426 

116 

7.0e-59 

168 

94 

Human heparan sulfate proteoglycan (HSPG2) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45187 

hrw701057326.hl 

BLASTN 

gl079565 

264 

1.0e-147 

272 
99 

Human Hep27 protein mRNA, complete cds 
45188 

hrw701057339.hl 

BLASTN 

g3342793 

54 

9.0e-22 

68 

93 

Homo sapiens calcium binding protein (ALG-2 } mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



45189 

hrw701057350.hl 

BLASTN 

gl620016 



7239 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195 

1.0e-106 

262 
94 

Human heart mRNA for heat shock protein 90, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45190 

hrw701057355.hl 
BLAST N 
g3183910 
229 

1.0e-126 

257 
98 

Homo sapiens partial mRNA; ID YG81-2B 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45191 

hrw701057356.hl 

BLASTN 

g29508 

188 

1.0e-101 

248 

94 

Human BTG1 mRNA >gi_4502472_ref_NM_001731 . 1_BTG1_ Homo 
sapiens B-cell translocation protein 1 (BTG1) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45192 

hrw701057365.hl 

BLASTN 

g2366751 

237 

1.0e-131 

273 

97 

Homo sapiens mRNA 



for Lysyl tRNA Synthetase, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45193 

hrw701057366.hl 

BLASTN 

g297407 

139 

2.0e-72 

254 

93 

H. sapiens p63 mRNA 



for transmembrane protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45194 

hrw701057367.hl 

BLASTN 

g32998 

169 

3.0e-90 

268 

92 

Human DNA for insulin-like growth factor II 
and additional ORF 



(IGF-2) ; exon 7 



7240 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45195 

hrw701057368.hl 

BLASTN 

g3184497 

120 

4.0e-61 

226 
98 

Homo sapiens chromosome 19, 
sequence [Homo sapiens] 



cosmid R3154 6, complete 



45196 

hrw701057369.hl 

BLASTN 

g28338 

235 

1.0e-129 

263 

97 

Human mRNA for cytoskeletal gamma-actin 
>gi_4501886_ref_NM_001614.1_ACTGl_ Homo sapiens actin, 
gamma 1 (ACTG1) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45197 

hrw701057372, 

BLASTN 

g31371 

256 

1.0e-142 

264 

99 

Human FGFR-4 
(FGFR-4) >gi_ 



hi 



mRNA for fibroblast growth factor receptor 
4503712 ref NM 002011 . 1_FGFR4_ Homo sapiens 



fibroblast growth factor receptor 4 (FGFR4) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45198 

hrw701057381.hl 

BLASTN 

g576478 

132 

2.0e-68 

136 

99 

Homo sapiens (clone pMF17) MHC class I HLA-Cw7 mRNA, 3' 
end, haplotype A1/A2, B8/Bw62, Cw3/Cw7 

45199 

hrw701057385.hl 

BLASTX 

g631129 

187 

2.0e-14 

82 
41 

endosomal protein - human >gi_475934_emb_CAA55632_ (X78998; 
endosomal protein [Homo sapiens] 



7241 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45200 

hrw701057386.hl 

BLASTN 

g897556 

256 

1.0e-142 

264 

99 

Human T-lymphoma invasion and metastasis inducing TIAM1 
protein (TIAM1) mRNA, complete cds. 

>gi_4507500_ref_NM_003253. 1_TIAM1_ Homo sapiens T-cell 
lymphoma invasion and metastasis 1 (TIAM1) mRNA 



Seq. No. 


45201 




Seq. ID 


hrw701057387 


hi 


Method 


BLASTN 




NCBI GI 


g2911586 




BLAST score 


237 




E value 


1.0e-131 




Match length 


264 




% identity 


97 




NCBI Description 


Homo sapiens 


mRNA 


Seq. No. 


45202 




Seq. ID 


hrw701057391 


.hi 


Method 


BLASTX 




NCBI GI 


gll75453 




BLAST score 


156 




E value 


1.0e-10 




Match length 


65 




% identity 


43 




NCBI Description 


HYPOTHETICAL 


11.4 



>gi_21302 68_pir S62433 hypothetical protein SPAC13G6.04 

fission yeast (Schizosaccharomyces pombe) 

>gi_100898 9_emb_CAA91097_ (Z54308) hypothetical protein 

[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45203 

hrw701057393.hl 

BLASTN 

g2897866 

257 

1.0e-143 

265 
99 

Homo sapiens NRD convertase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45204 

hrw701057402.hl 

BLASTN 

g2230868 

149 

2.0e-78 

248 

91 

H. sapiens mRNA for ferritin L-chain 



7242 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45205 

hrw701057415.hl 

BLASTN 

g3789933 

177 

3.0e-95 

192 

99 

Homo sapiens RGS-GAIP interacting protein GIPC mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45206 

hrw701057417.hl 

BLASTN 

g34772 

251 

1.0e-139 

273 

99 

Human mRNA for calcium-binding protein in macrophages 
(MRP- 8) macrophage migration inhibitory factor 
(MIF) -related protein >gi_3938041_gb_I93571_I93571 Sequence 
15 from patent US 



Seq. No. 


45207 


Seq. ID 


hrw701057420.hl 


Method 


BLASTN 


NCBI GI 


g3721662 


BLAST score 


253 


E value 


1.0e-140 


Match length 


272 


% identity 


99 


NCBI Description 


Homo sapiens mRNA for KIP2, 


Seq. No. 


45208 


Seq. ID 


hrw701057421.hl 


Method 


BLASTX 


NCBI GI 


g2078441 


BLAST score 


243 


E value 


7.0e-21 


Match length 


80 


% identity 


53 


NCBI Description 


(U56964) weak similarity to 



S. cerevisiae intracellular 
protein transport protein US)1 (SP:P25386) [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45209 

hrw701057426.hl 

BLASTN 

gl90385 

256 

1.0e-142 

263 

100 

Human profilin ] 



., complete cds 



7243 





Seq. No. 


45210 




Seq. ID 


hrw701057428.hl 




Method 


BLASTN 




NCBI GI 


g3413937 




BLAST score 


273 




E value 


1.0e-152 




Match length 


273 




% identity 


100 




NCBI Description 


Homo sapiens mRNA for KIAA0494 protein, complete cds 




Seq. No. 


45211 




Seq. ID 


hrw701057430.hl 




Method 


BLASTN 




NCBI GI 


g3005586 






152 




E value 


4.0e-80 




Match length 


231 




% identity 


100 


■ fr 


NCBI Description 


Homo sapiens Ser/Arg-related nuclear matrix protein 


"if' 
J = 


(SRM160) mRNA, complete cds 




Seq. No. 


45212 




Seq. ID 


hrw701057436.hl 


■-3 


Method 


BLASTN 




KIPRT GT 


g3413292 




BLAST score 


272 




E value 


1.0e-152 




Match length 


279 




% identity 


100 




NCBI Description 


Homo sapiens mRNA for ERp28 protein 




Seq. No. 


45213 




Seq. ID 


hrw701057437.hl 




Method 


BLASTN 




NCRT GI 


a603801 

\J \s -^J w \y -i— 




BLAST score 


271 




E value 


1.0e-151 




Match length 


279 




% identity 


99 




NCBI Description 


Human mRNA for KIAA0024 gene, complete cds 




Seq. No. 


45214 




Seq. ID 


hrw701057439.hl 




Method 


BLASTN 




NCBI GI 


g30150 




BLAST score 


118 




E value 


7.0e-60 






276 




% identity 


87 




NCBI Description 


H. sapiens coxVIIb mRNA for cytochrome c oxidase subunit 




Vllb >gi 4502990 ref_NM_0018 66. 1_C0X7B__ Homo sapiens 






cytochrome c oxidase subunit Vllb (COX7B) , nuclear gene 






encoding mitochondrial protein, mRNA 




Seq. No. 


45215 




Seq. ID 


hrw701057440.hl 




Method 


BLASTN 



7244 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl835126 
71 

8.0e-32 

107 

92 

M.musculus E800 mRNA 
45216 

hrw701057444.hl 

BLASTN 

gl81036 

247 

1.0e-137 

266 
99 

Human carbonyl reductase mRNA, complete cds. 
>gi_4502598_ref_NM_001757.1_CBRl_ Homo sapiens carbonyl 
reductase 1 (CBR1) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45217 

hrw701057456.hl 

BLASTN 

g2645204 

59 

1.0e-24 

150 
85 

Mus musculus pl60 myb-binding protein 
cds 



(PI 60) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45218 

hrw701057457.hl 

BLASTN 

g!87460 

146 

1.0e-76 

181 
95 

Human mineralocorticoid receptor mRNA (hMR) , complete cds. 
>gi_4505198_ref_NM_000901.1_MLR_ Homo sapiens 
mineralocorticoid receptor (aldosterone receptor) (MLR) 
mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



45219 

hrw701057462.hl 

BLASTN 

g348706 

246 

1.0e-136 

265 

99 

Homo sapiens cathepsin B mRNA, 3' UTR with a stem-loop 
structure providing mRNA stability 

45220 

hrw701057463.hl 
BLASTN 



7245 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl81291 
263 

1.0e-146 

270 
100 

Human sterol 27-hydroxylase (CYP27) mRNA, complete cds . 
>gi_4503208_ref_NM_000105.1_CYP27Ala_ Homo sapiens 
cytochrome P450, subfamily XXVIIA {steroid 27-hydroxylase, 
cerebrotendinous xanthomatosis), polypeptide 1 (CYP27Ala) 
mRNA >gi_4503210_ref_NM_000784.1_CYP27Alb_ Homo sapiens 
cytochrome P450, subfamily XXVIIA (steroid 27-hydroxylase, 
cerebrotendinous xanthomatosis), polypeptide 1 (CYP27Alb) 
mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45221 

hrw701057465.hl 

BLASTN 

g456190 

121 

8.0e-62 

188 

92 

H. sapiens mRNA 



for rho GDP-dissociation Inhibitor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45222 

hrw701057467.hl 

BLASTN 

g287644 

265 

1.0e-147 

272 

100 

H. sapiens cDNA for TREB protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45223 

hrw701057470.hl 

BLASTN 

g2957144 

210 

1.0e-115 

228 

99 

Homo sapiens carboxyl terminal LIM domain protein 
mRNA, complete cds 



(CLIM1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45224 

hrw701057477.hl 

BLASTN 

gl86701 

257 

1.0e-143 

264 

100 

Human cytokeratin 8 



mRNA, complete cds 



Seq. No. 
Seq. ID 



45225 

hrw701057478.hl 



7246 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g537513 

232 

1.0e-128 

239 

100 

Human arylacetamide deacetylase mRNA, complete cds. 
>gi_4557226_ref_NM_001086. 1_AADAC__ Homo sapiens 
arylacetamide deacetylase (esterase) (AADAC) mRNA 

45226 

hrw701057482.hl 

BLASTN 

g452984 

214 

1.0e-117 

221 

100 

smooth muscle myosin heavy chain isoform SMI [human, 
umbilical cord, fetal aorta, mRNA Partial, 1039 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45227 

hrw701057492.hl 

BLASTN 

g862619 

256 

1.0e-142 

263 

100 

Human cystic fibrosis antigen mRNA, complete cds. 
>gi_4506772_ref_NM_002965.1_S100A9_ Homo sapiens S100 
calcium-binding protein A9 (calgranulin B) (S100A9) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45228 

hrw701057494.hl 

BLASTN 

g2474095 

217 

1.0e-119 

224 

100 

Human XMP mRNA, complete cds 
>gi_4503560_ref_NM_001424 . 1_EMP2_ 
membrane protein 2 (EMP2) mRNA 



Homo sapiens epithelial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45229 

hrw701057505.hl 

BLASTN 

g2988396 

70 

3.Ge-31 

245 

83 

Homo sapiens chromosome 19, cosmid F23858, complete 
sequence [Homo sapiens] 



Seq. No. 



45230 



7247 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hrw701057512.hl 

BLASTN 

gl922316 

153 

9.0e-81 

173 

97 

H. sapiens DNA for muscle nicotinic acetylcholine receptor 
gene promotor, clone ICRFcl05F02104 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45231 

hrw701057517.hl 

BLASTN 

g337515 

207 

1.0e-113 

240 

96 

Human ribosomal protein S6 mRNA, complete cds. 
>gi_4506730_ref_NM_001010.1_RPS6_ Homo sapiens 
protein S6 (RPS6) mRNA 



ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45232 

hrw701057520.hl 

BLASTN 

g2347183 

272 

1.0e-152 

272 

100 

Genomic sequence from Human 17, complete sequence [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45233 

hrw701057521.hl 

BLASTN 

g339688 

263 

1.0e-146 

271 
99 

Human thymosin beta-4 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45234 

hrw701057522.hl 

BLASTN 

g559370 

135 

5.0e-70 

250 

89 

Rattus norvegicus mRNA for Crk-associated substrate, pl30, 
complete cds 



Seq. No. 
Seq. ID 
Method 



45235 

hrw701057525.hl 
BLASTN 



7248 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



gl82860 
262 

1.0e-146 

270 
100 

Human glyceraldehyde-3-phosphate dehydrogenase mRNA, 
complete cds 



45236 

hrw701057527.hl 

BLASTN 

g3868777 

108 

7.0e-54 

240 

86 

Rattus norvegicus mRNA 
protein, complete cds 



for atypical PKC specific binding 



45237 

hrw701057528.hl 

BLASTN 

g2267586 

69 

1.0e-30 

211 

91 

Rattus norvegicus enhancer-of-split and hairy-related 
protein 1 ( SHARP- 1) mRNA, complete cds 

45238 

hrw701057533.hl 

BLASTN 

gl054883 

46 

7.0e-17 

235 
81 

Rattus norvegicus prostaglandin F2a receptor regulatory 
protein precursor, mRNA, complete cds 

45239 

hrw701057534.hl 

BLASTN 

g414348 

267 

1.0e-149 

271 

100 

Human homolog of yeast ribosomal protein S28, complete cds 
>gi_4506700_ref_NM_001025.1_RPS23__ Homo sapiens ribosomal 
protein S23 (RPS23) mRNA 

45240 

hrw701057535.hl 

BLASTN 

g311340 



7249 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133 

8.0e-69 

257 

88 

B. taurus mRNA for gamma-COP 
45241 

hrw701057536.hl 

BLASTN 

g37503 

259 

1.0e-144 

259 
100 

Human tyk2 mRNA for non-receptor protein tyrosine kinase 
>gi_4507748_ref_NM__003331.1_TYK2_ Homo sapiens tyrosine 
kinase 2 (TYK2) mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45242 

hrw701057541.hl 

BLASTN 

g619906 

88 

6.0e-42 

256 

91 



NCBI Description R.norvegicus C15 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45243 

hrw701057543.hl 

BLASTN 

g2988396 

259 

1.0e-144 

267 

99 

Homo sapiens chromosome 19, cosmid F23858, complete 
sequence [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



45244 

hrw701057550.hl 

BLASTN 

gl82178 

261 

1.0e-145 

273 

99 

Human DNA repair helicase (ERCC3) mRNA, complete cds . 
>gi_4557562_ref_NM_000122.1_ERCC3_ Homo sapiens excision 
repair cross-complementing rodent repair deficiency, 
complementation group 3 (xeroderma pigmentosum group B 
complementing) (ERCC3) mRNA 

45245 

hrw701057551.hl 

BLASTN 

g348706 



7250 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217 

1.0e-119 

245 

98 

Homo sapiens cathepsin B mRNA, 3 T UTR with a stem-loop 
structure providing mRNA stability 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45246 

hrw701057552.hl 

BLASTN 

g2224600 

270 

1.0e-150 

270 
100 

Human mRNA for KIAA0330 gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45247 

hrw701057553.hl 

BLASTN 

g!665724 

217 

1.0e-119 

265 
95 

Human mRNA for KIAA0109 gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45248 

hrw701057554.hl 

BLASTN 

g3668108 

148 

9.0e-78 

244 

90 

Homo sapiens chromosome 
sequence [Homo sapiens] 



17, clone hRPC.1050 D 4, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45249 

hrw701057555.hl 

BLASTN 

g57128 

170 

6.0e-91 

254 
92 

Rat mRNA for ribosomal protein S14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45250 

hrw701057558.hl 

BLASTN 

g3335505 

253 

1.0e-140 

265 
99 

Homo sapiens b(2)gcn homolog mRNA, 



complete cds 



7251 



II 



>gi_4504770_ref_NM_002212.1_ITGB4BP_ Homo sapiens integrin 
beta 4 binding protein (ITGB4BP) mRNA 





45251 


Seq. ID 


hrw701057559.hl 


Method 


BLASTN 


NCBI GI 


g3599572 


BLAST score 


213 


E value 


1.0e-116 


Match length 


237 


% identity 


98 


NCBI Description 


Homo sapiens flotillin-1 mRNA, complete cds 




45252 


Seq. ID 


hrw701057560.hl 


Method 


BLASTN 


NCBI GI 


g452047 


BLAST score 


262 


E value 


1.0e-146 


Match length 


269 


% identity 


100 


NCBI Description 


Homo sapiens HnRNP F protein mRNA, complete cds 


Seq. No. 


45253 


oeq. lu 


nrw /uiuj /ooz .ni 


Method 


BLASTN 


NCBI GI 


g3779225 


BLAST score 


33 


E value 


3.0e-09 


Match length 


137 


% identity 


81 


NCBI Description 


Homo sapiens secreted cement gland protein XAG-2 




(hAG-2/R) mRNA, complete cds 


oeq . v*u . 




Seq. ID 


hrw701057564.hl 


Method 


BLASTN 


NCBI GI 


g2385366 


BLAST score 


97 


E value 


2.0e-47 


Match length 


177 


% identity 


89 


NCBI Description 


H. sapiens MLN51 mRNA 


oeq. wo. 


A ^9^^ 
*± jZj D 


Seq, ID 


hrw701057568.hl 


Method 


BLASTN 


NCBI GI 


g3420928 


BLAST score 


242 


E value 


1.0e-134 


Match length 


262 


% identity 


98 


NCBI Description 


Homo sapiens alpha-tubulin isoform 1 mRNA, compl< 


Seq. No. 


45256 


Seq. ID 


hrw701057570.hl 


Method 


BLASTN 



cds 



7252 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



g32998 
182 

4.0e-98 

186 

99 

Human DNA for insulin-like growth factor II (IGF-2) ; exon 7 
and additional ORF 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45257 

hrw701057572.hl 

BLASTN 

g2745717 

174 

3.0e-93 

178 

99 

Homo sapiens nucleophosmin phosphoprotein (NPM) gene, 
intron 9, partial sequence 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45258 

hrw701057573.hl 

BLASTN 

g30346 

216 

1.0e-118 

252 

96 

Human cytochrome 



P-450c gene and flanking regions 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45259 

hrw701057575.hl 

BLASTN 

g854123 

234 

1.0e-129 

257 

98 

H. sapiens mRNA for human giant larvae homolog 
45260 

hrw701057576.hl 

BLASTN 

g3043629 

244 

I. 0e-135 
248 

100 

Homo sapiens mRNA for KIAA0553 protein, partial cds 
45261 

hrw701057577.hl 

BLASTN 

g2739354 

228 

1.0e-125 

248 

98 



7253 



NCBI Description Homo sapiens DNA from chromosome 19, cosmid R33485 
containing pNORFl, complete sequence [Homo sapiens] 





45262 


Seq. ID 


hrw701057578.hl 


Method 


BLASTN 


NCBI GI 


g28333 


BLAST score 


264 


E value 


1.0e-147 


Match length 


268 


% identity 


100 


NCBI Description 


Human mRNA for alpha-actinin 


Seq. No. 


45263 




hrw701057587 hi 


Method 


BLASTN 


NCBI GI 


g4309892 


BLAST score 


215 


E value 


1.0e-118 


Match length 


263 


% identity 


96 


NCBI Description 


Homo sapiens PAC clone DJ055i 




sequence [Homo sapiens] 


Seq. No. 


45264 


Seq. ID 


hrw701057591.hl 


Method 


BLASTN 


NCBI GI 


gl79767 


BLAST score 


265 


E value 


1.0e-147 


Match length 


265 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Human prolactin receptor-associated protein (PRA) gene, 
complete cds 

45265 

hrw701057594.hl 

BLASTN 

g338826 

175 

7.0e-94 

226 

100 

Human TCB gene encoding cytosolic thyroid hormone-binding 
protein, complete cds 

45266 

hrw701057595.hl 

BLASTN 

g2281061 

188 

1.0e-101 

208 

98 

Human Chromosome 11 Cosmid cSRL16b6, complete sequence 
[Homo sapiens] 



7254 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45267 

hrw701057624.hl 

BLASTN 

g515765 

192 

1.0e-104 

259 

94 

H. sapiens mRNA for IG light chain V-region, V lambda gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45268 

hrw701057625.hl 

BLASTN 

g3327169 

184 

3.0e-99 

227 
96 

Homo sapiens mRNA for KIAA0678 protein, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45269 

hrw701057628.hl 

BLASTN 

gl87192 

248 

1.0e-137 

257 

99 

Human lipoxygenase mRNA, complete cds . 
>gi_4502056_ref_NM_000698.1_ALOX5_ Homo sapiens 
arachidonate 5-lipoxygenase (AL0X5) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45270 

hrw701057632.hl 

BLASTN 

gl296606 

141 

1.0e-73 

273 

94 

H. sapiens mRNS for clathrin-associated protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45271 

hrw701057636.hl 

BLASTN 

g31923 

251 

1.0e-139 

258 
100 

Human mRNA for glutathione S-transf erase subunit 4 
2.5.1.18) 



(EC 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



45272 

hrw701057639.hl 

BLASTN 

gl737070 



7255 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



250 

1.0e-138 

257 
100 

Human periodic tryptophan protein 2 (PWP2) gene, exons 15 
to 21, and complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45273 

hrw701057642.hl 

BLASTN 

gl871197 

242 

1.0e-134 

261 

42 

Human chromosome 16 BAC clone CIT987SK-A-962B4, complete 
sequence [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45274 

hrw701057656.hl 

BLASTN 

g2565062 

175 

7.0e-94 

193 

98 

Homo sapiens CTG4a mRNA, complete cds 
45275 

hrw701057666.hl 

BLASTN 

g2706516 

248 

1.0e-137 

255 
100 

Homo sapiens IGF2 gene, exon 
45276 

hrw701057676.hl 

BLASTN 

gl718194 

250 

1.0e-138 

261 

99 

Homo sapiens translation initiation factor eIF3 p36 subunit 
mRNA, complete cds >gi_4503512_ref_NM_003757 . 1_EIF3S2_ Homo 
sapiens eukaryotic translation initiation factor 3, subunit 
2 (beta, 36kD) (EIF3S2) mRNA 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



45277 

hrw701057678.hl 

BLASTN 

g463890 

240 

1.0e-132 



7256 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



266 
98 

Human voltage-gated calcium channel beta subunit mRNA, 
complete cds 

45278 

hrw701057682.hl 

BLASTN 

gl84648 



1 gene, complete 



BLAST score 


223 


E value 


1.0e-122 


LYiancn j.eny uxi 


251 


% identity 


97 


NCBI Description 


Homo sapiens interferon regulatory factor 




cds 


Seq. No. 


45279 


Seq. ID 


hrw701057687.hl 


Method 


BLASTN 


NCBI GI 


g3540172 


BLAST score 


244 


E value 


1 . Ue IjO 


Match length 


255 


% identity 


99 


NCBI Description 


Homo sapiens chromosome 16, PI clone 109-! 




complete sequence [Homo sapiens] 


Seq. No. 


45280 


Seq. ID 


hrw701057688.hl 


Method 


BLASTN 


NCBI GI 


g3360400 


BLAST score 


236 


E value 


1.0e-130 


Match length 


ZD X 


% identity 


99 


NCBI Description 


Homo sapiens clone 23698 mRNA sequence 


Seq. No. 


45281 


Seq. ID 


hrw701057691.hl 


Method 


BLASTN 


NCBI GI 


g36137 


BLAST score 


127 


E value 


1.0e-65 


Match length 


131 


% identity 


99 


NCBI Description 


H. sapiens mRNA for ribosomal protein L6 




>gi 4506656 ref NMJD00970 . 1_RPL6_ Homo sa 




protein L6 (RPL6) mRNA 


Seq. No. 


45282 


Seq. ID 


hrw701057694.hl 


Method 


BLASTN 


NCBI GI 


g761715 


BLAST score 


254 


E value 


1.0e-141 


Match length 


265 


% identity 


99 



8C (LANL) 



7257 




NCBI Description H. sapiens hH3 . 3B gene for his tone H3.3 



Seq. No. 


45283 


Seq. ID 


hrw701057706.hl 




RT.A^TX 


NCBI GI 


g3818624 


BLAST score 


357 


E value 


3.0e-34 


Match length 


78 


% identity 


87 


NCBI Description 


(AF095912) actin related protein 2; ARP2 [Arabidopsis 




thaliana] 


Seq. No. 


45284 




hrwlCll 0S7720 hi 


Method 


BLASTX 


NCBI GI 


g419812 


BLAST score 


160 


E value 


3.0e-ll 


Match length 


81 


% identity 


42 


NCBI Description 


crml+ protein - fission yeast (Schizosaccharomyces pombe 


Seq. No. 


45285 


oeq. iu 


h r*T*77 01 H ^ 7 7 7 9 hi 

nrw / uiu j / / t z, , Li± 


Method 


BLASTN 


NCBI GI 


g2780193 


BLAST score 


85 


E value 


3.0e-40 


Match length 


179 


% identity 


91 


NCBI Description 


Lupinus albus mRNA for adenine nucleotide translocator 


Seq. No. 


45286 


oeq. iu 


h r*w7 nirm7fliR hi 

IlIW / UIU J / 0 ±D • Ll± 


Method 


BLASTN 


NCBI GI 


g2304954 


BLAST score 


270 


E value 


1.0e-150 


Match length 


270 


% identity 


100 


NCBI Description 


Glycine max aluminum induced sali5-4a mRNA, complete cds 


Seq. No. 


45287 


oeq. xu 


nrw / uiu j / o ju . iix 


Method 


BLASTX 


NCBI GI 


g4417296 


BLAST score 


198 


E value 


3.0e-29 


Match length 


85 


% identity 


78 


NCBI Description 


(AC007019) unknown protein [Arabidopsis thaliana] 


Seq. No. 


45288 


Seq. ID 


hrw701057850.hl 


Method 


BLASTX 


NCBI GI 


gl326161 



7258 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



139 

8.0e-09 

63 
60 

(U54703) dehydrin [Phaseolus vulgaris] 
45289 

hrw701057853.hl 

BLASTN 

g2304954 

159 

2.0e-84 

250 

92 

Glycine max aluminum induced sali5-4a mRNA, complete cds 
45290 

hrw701057895.hl 

BLASTX 

g!001263 

140 

7.0e-09 

84 

39 

(D64003) hypothetical protein [Synechocystis sp.] 
45291 

hrw701057896.hl 

BLASTX 

g422495 

162 

1.0e-ll 

45 

76 

ribosomal protein S3 - fruit fly (Drosophila melanogaster) 
>gi_296094_emb_CAA51425_ (X72921) ribosomal protein S3 
[Drosophila melanogaster] 

45292 

hrw701057901.hl 

BLASTX 

gll74779 

201 

3.0e-16 

47 

83 

TRYPTOPHAN SYNTHASE BETA CHAIN 2 PRECURSOR >gi_1668 94 
(M81620) tryptophan synthase beta-subunit [Arabidopsis 
thaliana] >gi__44 90703_emb_CAB38837 . 1_ (AL035680) tryptophan 
synthase beta-subunit (TSB2) [Arabidopsis thaliana] 

45293 

hrw701057936.hl 

BLASTN 

g3832527 

50 

3.0e-19 



7259 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
85 

Glycine max unknown mRNA 



45294 

hrw701057990.hl 

BLASTN 

gl70091 

163 

7.0e-87 

207 

95 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45295 

hrw701058012.hl 

BLASTN 

g2905771 

144 

2.0e-75 

156 

98 

Glycine max glyceraldehyde-3 phosphate dehydrogenase 
(GAPDH) mRNA 7 partial cds 



Seq. No. 


45296 


Seq. ID 


hrw701058014.hl 


Method 


BLASTN 


NCBI GI 


g516853 


BLAST score 


174 


E value 


3.0e-93 


Match length 


226 


% identity 


27 


NCBI Description 


Soybean SUBI-2 gene for ubiquit: 


Seq. No. 


45297 


Seq. ID 


hrw701058070.hl 


Method 


BLASTN 


NCBI GI 


g218082 


BLAST score 


102 


E value 


3.0e-50 


Match length 


246 


% identity 


85 


NCBI Description 


Rice mRNA for initiation factor 




sequence 


Seq. No. 


45298 


Seq. ID 


hrw701058088.hl 


Method 


BLASTN 


NCBI GI 


g2739266 


BLAST score 


63 


E value 


5.0e-27 


Match length 


175 



(225 gene), partial 



% identity 

NCBI Description 



84 

Allium cepa 



DNA for Tyl-copia retrotransposon 



7260 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45299 

hrw701058096.hl 

BLASTN 

g296444 

271 

1.0e-151 

282 

99 

G.max ADR 6 mRNA 



Seq. No. 


45300 


Seq. ID 


hrw701058114.hl 


Method 


BLASTX 


NCBI GI 


g2959767 


BLAST score 


255 


TP tt^ 1 no 

Hi VQl LLC 




Match length 


67 


% identity 


72 


NCBI Description 


(AJ002584) At MRP 4 [Arabidopsis thaliana] >gi_: 




(AC005309) glutathione-con jugate transporter 1 




[Arabidopsis thaliana] 


Seq. No. 


45301 


Seq. ID 


hrw701058206.hl 


Method 


BLASTN 






BLAST score 


131 


E value 


1.0e-67 


Match length 


266 


% identity 


94 


NCBI Description 


Glycine max cationic peroxidase 2 (Prx2) mRNA, 


Seq. No. 


45302 


Seq. ID 


hrw701058290.hl 


Method 


BLASTX 


NCBI GI 


gl514643 


BLAST score 


359 


E value 


2.0e-34 


Match length 


90 


% identity 


40 


NCBI Description 


(270524) PDR5-like ABC transporter [Spirodela 


Seq. No. 


45303 


Seq. ID 


hrw701058294.hl 


Method 


BLASTX 


NCBI GI 


g2642432 


BLAST score 


168 


E value 


4.0e-12 


Match length 


39 


% identity 


74 


NCBI Description 


(AC002391) putative elicitor response element 



complete cds 



protein (WRKY3) [Arabidopsis thaliana] 



Seq. No. 45304 

Seq. ID hrw701058323.hl 

Method BLASTX 

NCBI GI gl865677 



7261 



BLAST score 24 6 

E value 3.0e-21 

Match length 78 

% identity 62 

NCBI Description (Y08568) trehalose-6-phosphate synthase [Arabidopsis 
thaliana] 

Seq. No. 45305 

Seq. ID hrw701058372.hl 

Method BLASTN 

NCBI GI gl6511 

BLAST score 35 

E value 2-0e-10 

Match length 71 

% identity 87 

NCBI Description A, thaliana mRNA for suppressor-like protein 

Seq. No. 45306 

Seq. ID hrw701058512.hl 

Method BLASTX 

NCBI GI g3559816 

BLAST score 166 

E value 7.0e-12 

Match length 53 

% identity 60 

NCBI Description (Y15782) transketolase 2 [Capsicum annuum] 

Seq. No. 45307 

Seq. ID hrw701058723.hl 

Method BLASTN 

NCBI GI gl8764 

BLAST score 241 

E value 1.0e-133 

Match length 264 

% identity 98 

NCBI Description G.max tefSl gene for elongation factor EF-la 

Seq. No. 45308 

Seq. ID hrw701058748.hl 

Method BLASTX 

NCBI GI g4512667 

BLAST score 435 

E value 2.0e-43 

Match length 88 

% identity 94 

NCBI Description (AC006931) putative MAP kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45309 

hrw701058768.hl 

BLASTN 

gl8662 

110 

4.0e-55 

174 

91 

Glycine max hsp 70 gene 



7262 



Seq. No. 


45310 


Seq. ID 


hrw701058769.hl 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


255 


E value 


1.0e-141 


Match length 


259 


% identity 


27 


NCBI Description 


Glycine max gene 


Seq* No. 


45311 


Seq. ID 


hrw701058804 .hi 


Method 


BLASTX 


NCBI GI 


g2852449 


BLAST score 


303 


E value 


6.0e-28 


Match length 


76 


% identity 


80 


NCBI Description 


(D88207) protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002521) putative protein kinase [Arabidopsis thaliana] 
45312 

hrw701058828.hl 

BLASTX 

g3355490 

355 

5.0e-34 

91 

73 

(AC004218) putative dolichyl-phosphate 
beta-glucosyltransf erase [Arabidopsis thaliana] 



Seq. No. 


45313 


Seq. ID 


hrw701058850.hl 


Method 


BLASTX 


NCBI GI 


gl001263 


BLAST score 


184 


E value 


5.0e-14 


Match length 


73 


% identity 


47 


NCBI Description 


(D64003) hypothetical protein [Synechocystis 


Seq. No. 


45314 


Seq. ID 


hrw701058858.hl 


Method 


BLASTX 


NCBI GI 


gl769899 


BLAST score 


192 


E value 


6.0e-15 


Match length 


76 


% identity 


46 


NCBI Description 


(Y08010) lectin receptor kinase [Arabidopsis 


Seq. No. 


45315 


Seq. ID 


hrw701058886.hl 


Method 


BLASTX 


NCBI GI 


g3461817 


BLAST score 


231 



7263 



E value 
Match length 
% identity 
NCBI Description 



2.0e- 
85 
55 



-19 



(AC004138) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45316 

hrw701058910.hl 

BLASTN 

gl531764 

32 

1.0e-08 

40 
95 

D. stramonium mRNA for S-adenosylmethionine decarboxylase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45317 

hrw701058921.hl 

BLASTN 

g296444 

257 

1.0e-143 

277 
98 

G.max ADR 6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45318 

hrw701058933.hl 

BLASTX 

gl36636 

275 

1.0e-24 

51 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C. 6. 3. 2 . 19) >gi_2 9818 94__pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



45319 

hrw701058990.hl 

BLASTN 

g296408 

114 

2.0e-57 

175 

91 



NCBI Description G.max ADR12 mRNA 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



45320 

hrw701059083.hl 

BLASTN 

g441205 



7264 



II 



BLAST score 


122 


E value 


3.0e-62 


Match length 


242 


% identity 


88 


NCBI Description 


Soybean loxlgm4 gene encoding lipxygenase L-4 


Seq. No. 


45321 


Seq. ID 


hrw701059089.hl 


Method 


BLASTN 


NCBI GI 


g!70087 


BLAST score 


150 


E value 


5.0e-79 


Match length 


198 


% identity 


95 


NCBI Description 


G.max vegetative storage protein mRNA (VSP25 gene 


Seq. No. 


45322 


Seq. ID 


hrw701059108.hl 


Method 


BLASTN 


NHRT GT 


a441205 

\-4 ^ ^ X £-> \J -J 


BLAST score 


135 


E value 


4.0e-70 


Match length 


194 


% identity 


93 


NCBI Description 


Soybean loxlgm4 gene encoding lipxygenase L-4 


Seq. No. 


45323 


Seq. ID 


hrw701059120.hl 


Method 


BLASTX 




\j ^) Z? U KJ ^/ 1 i 


BLAST score 


352 


E value 


1.0e-33 


Match length 


93 


% identity 


72 


NCBI Description 


(AC004561) unknown protein [Arabidopsis thaliana] 


Seq. No. 


45324 


Seq. ID 


hrw701059365.hl 


Method 


BLASTN 


NCBI GI 


a499067 

\J S _/ V/ \J 1 


BLAST score 


221 


E value 


1.0e-121 


Match length 


225 


% identity 


100 


NCBI Description 


G.max gmr2 gene 


Seq. No. 


45325 


Seq. ID 


hrw701059373.hl 


Method 


BLASTX 


NPRT GT 




BLAST score 


307 


E value 


2.0e-28 


Match length 


85 


% identity 


64 


NCBI Description 


(U57899) INI [Zea mays] 


Seq. No. 


45326 



7265 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hrw701059432.hl 

BLASTX 

g2739279 

174 

9.0e-13 

86 
43 

(AJ223177) short chain alcohol dehydrogenase 
tabacum] >gi_2791348_emb_CAA11154_ (AJ223178) 
alcohol dehydrogenase [Nicotiana tabacum] 



[Nicotiana 
short chain 



Seq. No. 


45327 


Seq. ID 


hrw701059487.hl 


Method 


BLASTX 


NCBI GI 


g3461848 


£j±AC\LD X o V ^ J- ~ 


151 


E value 


3.0e-10 


Match length 


89 


% identity 


35 


NCBI Description 


(AC005315) putative ATPase [Arabidopsis thaliana] 


Seq. No, 


45328 


Seq. ID 


hrw701059514.hl 


Method 


BLASTX 


NCBI GI 


gl26151 


£5JLlB.O 1 bCU-Lc 


± D _? 


E value 


2.0e-12 


Match length 


56 


% identity 


61 


NCBI Description 


LECTIN PRECURSOR (AGGLUTININ) (SBA) >gi_2 828 98_pir S2' 


lectin precursor - soybean >gi_170006 (K00821) lectin 




prepeptide [Glycine max] 


Seq* No. 


45329 


Seq. ID 


hrw701059519.hl 




r>j_Lrto ia 


NCBI GI 


g2832700 


BLAST score 


270 


E value 


4.0e-24 


Match length 


88 


% identity 


55 


NCBI Description 


(AL021713) unknown protein [Arabidopsis thaliana] 


Seq. No. 


45330 


Seq. ID 


hrw701059690.hl 


Method 


BLASTX 


NCBI GI 


gl360141 


BLAST score 


143 


E value 


3.0e-09 


Match length 


82 


% identity 


48 


NCBI Description 


(X97 980) protein kinase [Solanum berthaultii] 


Seq. No. 


45331 


Seq. ID 


hrw701059715.hl 


Method 


BLASTN 


NCBI GI 


g3982595 



7266 





BLAST score 


122 




E value 


3,0e-62 




Match length 


189 




% identity 


94 




NCBI Description 


Glycine max 




Seq. No. 


45332 




Seq. ID 


hrw701059720 




Method 


BLASTN 




LN \-s XJ J. \J J- 


gl69958 




BLAST score 


72 




E value 


2.0e-32 




Match length 


96 




% identity 


94 




NCBI Description 


Glycine max 




Seq. No. 


45333 




Seq. ID 


hrw701059748 




Method 


BLASTN 


•IT' 


NCBI GI 


gl66915 




BLAST score 


50 




E value 


2.0e-19 




Match length 


70 




% identity 


93 




NCBI Description 


Arabidopsis 






cds 



(GBF2A) mRNA, 3' end 



.hi 



(TUA4) gene, complete 



Seq. No. 45334 

Seq. ID hrw701059759.hl 

Method BLASTN 

NCBI GI gl8642 

BLAST score 33 

E value 2.0e-09 

Match length 81 

% identity 85 

NCBI Description G.max mRNA from stress-induced gene (H4) 

Seq. No. 45335 

Seq. ID hrw701059763.hl 

Method BLASTN 

NCBI GI g310575 

BLAST score 195 

E value 1.0e-106 

Match length 234 

% identity 97 

NCBI Description Glycine max nodulin-26 mRNA, complete cds 

Seq. No. 45336 

Seq. ID hrw701059807.hl 

Method BLASTX 

NCBI GI g2842480 

BLAST score 171 

E value 2.0e-12 

Match length 64 

% identity 64 

NCBI Description (AL021749) ADP, ATP carrier-like protein [Arabidopsis 
thaliana] 



7267 



# 



Seq. No. 


45337 


Seq. ID 


hrw701059813.hl 




BLASTX 


NCBI GI 


g3128190 


BLAST score 


144 


E value 


3.0e-09 


Match length 


50 


% identity 


58 


NCBI Description 


(AC004521) putative beta-glucosidase [Arabidopsis thai 


Seq. No. 


45338 


Seq. ID 


hrw701059836.hl 


11C LllvU 


BLASTX 


NCBI GI 


g3420055 


BLAST score 


169 


E value 


3.0e-12 


Match length 


44 


% identity 


70 


NCBI Description 


(AC004 680) cyclophilin [Arabidopsis thaliana] 


Seq. No. 


45339 


Seq. ID 


hrw701059852.hl 


Method 


BLASTN 




a2905771 


BLAST score 


136 


E value 


1.0e-70 


Match length 


156 


% identity 


97 


NCBI Description 


Glycine max glyceraldehyde-3 phosphate dehydrogenase 




(GAPDH) mRNA, partial cds 


Seq. No. 


45340 


Seq. ID 


hrw701059890.hl 


Method 


BLASTX 


NPRT QJ 


a542034 

\a *j \J ~J n 


BLAST score 


140 


E value 


7.0e-09 


Match length 


54 


% identity 


54 


NCBI Description 


TDR3 protein - tomato >gi_19380_emb_CAA4 3168__ (X60756) 




[Lycopersicon esculentum] 


Seq. No. 


45341 


Seq. ID 


hrw701060018.h2 


Method 


BLASTX 


NCBI GI 


g3929325 


BLAST score 


282 


E value 


2.0e-25 


Match length 


85 



% identity 

NCBI Description 



66 

(AF100333) putative DNA-binding protein [Dendrobium grex 
Madame Thong- IN] 



Seq. No. 
Seq. ID 
Method 



45342 

hrw701060023.h2 
BLASTX 



7268 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g2244965 
259 

4.0e-23 

81 

75 

(Z97340) 



unnamed protein product [Arabidopsis thaliana] 



45343 

hrw701060036.h2 

BLASTX 

g2342666 

223 

1.0e-18 

83 
52 

(AF014502) seed coat peroxidase precursor [Glycine max] 
45344 

hrw701060060.h2 

BLASTN 

gl022364 

70 

1.0e-31 

134 

88 

V.faba mRNA for sucrose phosphate synthase 
45345 

hrw701060061.h2 

BLASTX 

g2440044 

291 

1.0e-26 

70 
83 

(AJ001293) major intrinsic protein PIPB [Craterostigma 
plant agineum] 

45346 

hrw701060138.hl 

BLASTN 

gl70091 

237 

1.0e-131 

264 

98 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 

45347 

hrw701060153.hl 

BLASTX 

g3878570 

200 

3.0e-32 

87 

70 



7269 




NCBI Description (Z46381) similar to lipoic acid synthase; cDNA EST 

yk283b6.3 comes from this gene; cDNA EST yk283b6.5 comes 
from this gene; cDNA EST yk472f5.3 comes from this gene; 
cDNA EST yk472f5.5 comes from this gene; cDNA EST yk47 6e7.3 
co 





Seq. No. 


45348 




Seq. ID 


hrw701060220.hl 




Method 


BLASTX 




NCBI GI 


g4049341 




BLAST score 


141 




E value 


2.0e-12 




Match length 


51 




% identity 


84 




NCR! Dpscriotion 


(AL034567) putat. 




Seq. No. 


45349 




Seq. ID 


hrw701060221.hl 


■ s 


Method 


BLASTN 




NCBI GI 


gl70091 




BLAST score 


78 




E value 


3.0e-36 




Match length 


78 




% identity 


100 




NCBI Description 


Glycine max vege 






complete cds 




Seq. No. 


45350 




Seq. ID 


hrw701060235.hl 




Method 


BLASTN 




NCBI GI 


gl8727 




BLAST score 


120 




E value 


3.0e-61 




Match length 


120 



putative protein [Arabidopsis thaliana] 



(vspB) gene, 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Soybean mRNA for reductase involved in deoxychalcone 
synthesis (NAD(P)H dependent 6 1 -deoxychalcone synthase) 

45351 

hrw701060262.hl 

BLASTX 

g2801536 

167 

3.0e-12 

51 
53 

(AF039531) lysophospholipase homolog [Oryza sativa] 
45352 

hrw701060284.hl 

BLASTN 

g3021374 

58 

2.0e-24 

102 

90 

Glycine max mRNA for profilin, PROl 



7270 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45353 

hrw701060325.hl 

BLASTX 

g4455274 

338 

5.0e-32 
77 

81 

(AL035527) spliceosome associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45354 

hrw701060335.hl 

BLASTN 

g256142 

265 

1.0e-147 

277 
99 

cytosolic glutamine synthetase [Glycine max=soybeans / var 
Prize, mRNA, 1450 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45355 

hrw701060353.hl 

BLASTX 

gl935909 

212 

3.0e-17 

55 

71 

(U77345) lethal 



leaf-spot 1 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45356 

hrw701060413.hl 

BLASTN 

g2224732 

117 

3.0e-59 

177 

92 

Vigna radiata mRNA for Aux22e, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45357 

hrw701060463.hl 

BLASTN 

gl9506 

111 

1.0e-55 

203 
89 

L.polyphyllus mRNA for pPLZ02 protein 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



45358 

hrw701060469.hl 

BLASTX 

g4490316 



7271 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




-17 



(AL035678) nucellin-like protein [Arabidopsis thaliana] 
45359 

hrw701060496.hl 
BLAST N 
gl69980 
56 

7.0e-23 

181 

87 

Soybean heat-shock protein <Gmhsp26-A) gene, complete cds 
45360 

hrw701060534.hl 

BLASTX 

g3461846 

313 

3.0e-29 

81 

33 

(AC005315) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 


45361 


Seq. ID 


hrw701060593.hl 


Method 


BLASTN 


NCBI GI 


g475597 


BLAST score 


139 


E value 


2.0e-72 


Match length 


191 


% identity 


98 


NCBI Description 


Glycine max Century 84 BiP isoform C mRNA, partial 


Seq. No. 


45362 


Seq. ID 


hrw701060607.hl 


Method 


BLASTX 


NCBI GI 


g2130133 


BLAST score 


155 


E value 


1.0e-10 


Match length 


32 


% identity 


88 


NCBI Description 


heat shock factor (clone hsfa) - maize (fragment) 


Seq. No. 


45363 


Seq. ID 


hrw701060684.hl 


Method 


BLASTN 


NCBI GI . 


g473604 


BLAST score 


55 


E value 


3.0e-22 


Match length 


67 


% identity 


96 


NCBI Description 


Zea mays W-22 hist one H2B mRNA, complete cds 



7272 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45364 

hrw701060719.hl 

BLASTX 

g4544431 

219 

4.0e-18 

84 

60 

(AC006955) hypothetical protein [Arabidopsis thaliana] 
45365 

hrw701060761.hl 

BLASTN 

gl8651 

66 

7.0e-29 

206 

88 

Soybean gene for heat shock protein Gmhspl7.9-D (class VI) 
45366 

hrw701060764.hl 

BLASTN 

gl70089 

87 

2.0e-41 

183 
87 

G.max vegetative storage protien mRNA (VSP27), complete cds 
45367 

hrw701060775.hl 

BLASTX 

gl!74162 

296 

3.0e-27 

56 

93 

(U44976) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



45368 

hrw701060808.hl 

BLASTN 

gl061039 

40 

3.0e-13 

44 

98 

A. thaliana mRNA for sterol-C-methyltransf erase 
45369 

hrw701060850.hl 

BLASTN 

gl70091 

177 



7273 



E value 5.0e-95 
Match length 272 
% identity 95 

NCBI Description Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45370 

hrw701060859.hl 

BLASTN 

g296444 

215 

1.0e-118 

250 

98 

G.max ADR 6 mRNA 



Seq. No. 

Seq. Iff 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45371 

hrw701060884.hl 

BLASTX 

g!360090 

189 

1.0e-14 

84 
36 

(X95576) ClC-Ntl 



[Nicotiana tabacum] 



45372 

hrw701060891.hl 

BLASTN 

g!70091 

142 

3.0e-74 

226 

94 

Glycine max vegetative storage protein 
complete cds 



45373 

hrw701060905.hl 

BLASTN 

g2661127 

74 

1.0e-33 

245 
91 

Glycine max arginase 



(vspB) gene, 



(pAGl) mRNA, complete cds 



45374 

hrw701060925.hl 

BLASTX 

g2507281 

137 

5.0e-13 

57 

70 

GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi_l 6687 06_emb_CAA6 604 8_ 
(X97380) atran2 [Arabidopsis thaliana] 



7274 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45375 

hrw701060947.hl 

BLASTN 

gl435059 

143 

7.0e-75 

162 

97 

Soybean mRNA for 



cytochrome P450 (CYP93A1), complete cds 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45376 

hrw701060963.hl 

BLASTN 

g296444 

239 

1.0e-132 

239 

100 

G.max ADR 6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45377 

hrw701060976.hl 

BLASTX 

gl!70659 

141 

4.0e-09 

56 

45 

KINESIN-LIKE PROTEIN KIF4 >gi_10834 17_pir A54803 

microtubule-associated motor KIF4 - mouse 

>gi 563773_dbj_BAA02167_ (D12646) KIF4 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45378 

hrw701060995.hl 

BLASTN 

g296444 

231 

1.0e-127 

235 
100 

G.max ADR6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45379 

hrw701061006.hl 

BLASTN 

g2463568 

77 

2.0e-35 

81 

99 

Glycine max mRNA 



for squalene synthase, complete cds 



Seq. No. 45380 

Seq. ID hrw701061091.hl 

Method BLASTN 

NCBI GI gl902893 



7275 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



■95 

3.0e~46 

235 

85 

Solanum melongena mRNA for QM family protein, complete cds 
45381 

hrw701061118.hl 
BLAST N 
g533691 
79 

1.0e-36 

83 
99 

Glycine max Essex protease inhibitor mRNA, complete cds 
45382 

hrw701061120.hl 

BLASTX 

g4510362 

260 

6.0e-23 

90 

54 

(AC007017) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45383 

hrw701061133.hl 

BLASTX 

g3201554 

388 

6.0e-38 

91 

77 

(AJ006501) beta-D-glucosidase [Tropaeolum majus] 
45384 

hrw701061167.hl 

BLASTN 

g!70089 

189 

1.0e-102 

253 
94 

G.max vegetative storage protien mRNA (VSP27), complete cds 
45385 

hrw701061195.hl 

BLASTN 

g296444 

250 

1.0e-138 

261 

99 



NCBI Description G.max ADR6 mRNA 



Seq. No. 



45386 



7276 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hrw701061216.hl 

BLASTN 

g4115336 

85 

2.0e-40 

137 

19 

Pisum sativum (Alaska) ubiquitin (PUB3) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45387 

hrw701061255.hl 

BLASTX 

g4510381 

142 

2.0e-09 

45 

60 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 45388 

Seq. ID hrw701061313.hl 

Method BLASTN 

NCBI GI g!183936 

BLAST score 42 

E value 1.0e-14 

Match length 73 

% identity 91 

NCBI Description P. sativum 5S rRNA gene 

Seq. No. 45389 

Seq. ID hrw701061375.hl 

Method BLASTN 

NCBI GI g2317899 

BLAST score 24 6 

E value 1.0e-136 

Match length 269 

% identity 98 

NCBI Description Glycine max Sali3-2 mRNA, complete cds 

Seq. No. 45390 

Seq. ID hrw701061407.hl 

Method BLASTX 

NCBI GI g3355474 

BLAST score 227 

E value 5.0e-19 

Match length 81 

% identity 54 

NCBI Description (AC004218) unknown protein [Arabidopsis thaliana] 



Seq. No. 45391 

Seq. ID hrw701061414.hl 

Method BLASTN 

NCBI GI g217902 

BLAST score 75 

E value 3.0e-34 

Match length 235 

% identity 83 



7277 




NCBI Description Catharanthus roseus cyc07 mRNA, complete cds 

Seq. No. 45392 

Seq. ID hrw701061442.hl 

Method BLASTN 

NCBI GI gl69157 

BLAST score 138 

E value 8.0e-72 

Match length 266 

% identity 88 

NCBI Description Pisum sativum serine hydroxymethyltransf erase mRNA, 
complete cds 

Seq. No. 45393 

Seq. ID hrw701061471.hl 

Method BLASTN 

NCBI GI gl8761 

BLAST score 51 

E value 7.0e-20 

Match length 174 

% identity 87 

NCBI Description Soybean stem mRNA for 31 kD glycoprotein 

Seq. No. 45394 

Seq. ID hrw701061561.hl 

Method BLASTN 

NCBI GI g3047074 

BLAST score 53 

E value 4.0e-21 

Match length 241 

% identity 80 

NCBI Description Arabidopsis thaliana BAC F21E10 

Seq. No. 45395 

Seq. ID hrw701061581.hl 

Method BLASTX 

NCBI GI g4567310 

BLAST score 199 

E value 1.0e-15 

Match length 83 

% identity 52 

NCBI Description (AC005956) unknown protein [Arabidopsis thaliana] 

Seq. No. 45396 

Seq. ID hrw701061642.hl 

Method BLASTN 

NCBI GI g!8695 

BLAST score 43 

E value 4.0e-15 

Match length 83 

% identity 88 

NCBI Description Soybean nodulin 22 gene 

Seq. No. 45397 

Seq. ID hrw701061661.hl 

Method BLASTX 

NCBI GI g3298540 



7278 



BLAST score 268 

E value 7.0e-24 

Match length 61 

% identity 80 

NCBI Description (AC004 681) unknown protein [Arabidopsis thaliana] 

Seq. No. 45398 

Seq. ID hrw701061671.hl 

Method BLASTN 

NCBI GI g441205 

BLAST score 70 

E value 2.0e-31 

Match length 134 

% identity 88 

NCBI Description Soybean loxlgm4 gene encoding lipxygenase L-4 

Seq. No. 45399 

Seq. ID hrw701061673.hl 

Method BLASTN 

NCBI GI gll63180 

BLAST score 85 

E value 2.Oe-40 

Match length 141 

% identity 91 

NCBI Description Glycine max arginine decarboxylase mRNA, complete cds 

Seq. No. 45400 

Seq. ID hrw701061683.hl 

Method BLASTX 

NCBI GI g3914303 

BLAST score 140 

E value 7.0e-09 

Match length 83 

% identity 39 



NCBI Description PEROXISOMAL ASSEMBLY PROTEIN PEX3 (PEROXIN-3) 

>gi_3336882_emb_CAA0487 9_ (AJ001625) Pex3 protein [Homo 
sapiens] >gi_4092648_emb_CAA10362_ (AJ131389) PEX3 protein 
[Homo sapiens] >gi_4218426_emb_CAA08 904_ (AJ009866) Pex3p 
[Homo sapiens] >gi_4505727_ref_NP_003621 . l_pPEX3_ 
peroxisomal biogenesis factor 

45401 

hrw701061720.hl 
BLASTX 
g4455171 
159 

3.0e-ll 
59 
53 

(AL035521) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



45402 

hrw701061834.hl 

BLASTN 

g434344 

52 

1.0e-20 



7279 



© • 

Match length 141 
% identity 89 

NCBI Description A.thaliana (Columbia) mRNA for S18 ribosomal protein 
(641bp) 



Seq, No. 


45403 


Seq. ID 


hrw701061845 .hi 


Method 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


278 


E value 


3.0e-25 


Match length 


58 


% identity 


86 


NCBI Description 


(AC005395) unknown protein [Arabidopsis thaliana] 


Seq, No. 


45404 


Seq. ID 


hrw701061859.hl 


Method 


BLASTN 


NCBI GI 


gl498052 


BLAST score 


62 


E value 


1.0e-26 


Match length 


138 


% identity 


86 


NCBI Description 


Zea mays ribosomal protein S8 mRNA, complete cds 


Seq. No. 


45405 


Seq. ID 


hrw701061862.hl 


Method 


BLASTN 


NCBI GI 


gll73641 


BLAST score 


107 


E value 


2.0e-53 


Match length 


123 


% identity 


98 


NCBI Description 


Glycine max lipoxygenase (lox7) mRNA, complete cds 


Seq. No. 


45406 


Seq. ID 


hrw701061893.hl 


Method 


BLASTN 


NCBI GI 


g!70071 


BLAST score 


234 


E value 


1.0e-129 


Match length 


238 


% identity 


100 


NCBI Description 


Soybean calmodulin (SCaM-2) mRNA, complete cds 


Seq. No. 


45407 


Seq. ID 


hrw701061950.hl 


Method 


BLASTN 


NCBI GI 


g310575 


BLAST score 


97 


E value 


2.0e-47 


Match length 


199 


% identity 


91 


NCBI Description 


Glycine max nodulin-26 mRNA, complete cds 



Seq. No. 45408 

Seq. ID hrw701061962.hl 



7280 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3176710 

136 

1.0e-08 

50 

52 

(AC002392) 



unknown protein [Arabidopsis thaliana] 



45409 

hrw701061985.hl 

BLASTN 

gl8651 

188 

1.0e-102 

208 
98 

Soybean gene for heat shock protein Gmhspl7.9-D (class VI) 
45410 

hrw701062087.hl 

BLASTX 

g4510403 

139 

2.0e-14 

64 
69 

(AC006587) putative DNA repair protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



45411 

hrw701062125.hl 

BLASTX 

g!617036 

155 

1.0e-10 

52 

65 

(Y08624) Ted2 [Vigna unguiculata] 
45412 

hrw701062126.hl 

BLASTX 

g4191791 

272 

2.0e-24 

88 
56 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 

45413 

hrw701062285.hl 

BLASTN 

gl70091 

209 

1.0e-114 
268 



7281 



% identity 95 , 

NCBI Description Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45414 

hrw701062335.hl 

BLASTX 

g2959324 

391 

2.0e-38 
81 

88 , 
(Y15224) Importin alpha-like protein [Arabidopsis thalianaj 

45415 

hrw701062338.hl 

BLASTX 

g3242728 

152 

2.0e-10 

57 
53 

(AC003040) unknown protein [Arabidopsis thaliana] 
45416 

hrw701062352.hl 

BLASTX 

gl723271 

112 

1.0e-08 

62 
51 

PUTATIVE ATP-DEPENDENT RNA HELICASE C13F4.11C 

>gi_2130219__pir S67386 hypothetical protein - fission 

yeast (Schizosaccharomyces pombe) >gi_3451298_emb_CAA20430_ 
(AL031322) putative atp-dependent rna helicase 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45417 

hrw701062378.hl 

BLASTN 

g4204858 

73 

5.0e-33 

176 

86 

Triticum aestivum heat shock protein 80 mRNA, complete cds 
45418 

hrw701062414.hl 

BLASTX 

g3176098 

239 

7.0e-26 

84 

74 

(Y15036) annexin [Medicago truncatula] 



7282 



Seq. No. 


45419 




Seq. ID 


hrw701062484. 


hi 


Method 


BLASTX 




NCBI GI 


g4220514 




BLAST score 


355 




E value 


2.0e-34 




Match length 


86 




% identity 


80 




NCBI Description 


(AL035356) putat. 


Seq. No. 


45420 




Seq. ID 


hrw701062553, 


.hi 


Method 


BLASTX 






g4138581 




BLAST score 


311 




E value 


7.0e-29 




Match length 


87 




% identity 


71 




NCBI Description 


(X98474) mitocho 




tuberosum] 




Seq. No. 


45421 




Seq. ID 


hrw701062574 


.hi 


Method 


BLASTN 




NCBI GI 


g3860320 




BLAST score 


112 




E value 


3.0e-56 




Match length 


240 




% identity 


87 




NCBI Description 


Cicer arietinum 




CanBGal-5 




Seq. No. 


45422 




Seq. ID 


hrw701062577 


.hi 


Method 


BLASTN 




NCBI GI 


gl6508 




BLAST score 


98 




E value 


6.0e-48 




Match length 


150 





% identity 

NCBI Description 



91 

A.thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45423 

hrw701062646.hl 

BLASTN 

g3378649 

80 

3.0e-37 

160 
88 

M.sativa mRNA translated from abscisic activated gene 



Seq. No. 
Seq. ID 



45424 

hrw701062693.hl 



7283 



II 



Method 


BLASTX 


NLbl bl 


g2347088 


BLAST score 


172 


E value 


1.0e-12 


Match length 


67 


% identity 


55 


NCBI Description 


(U72765) non-specific lipid transfer protein PvLTP- 




[Phaseolus vulgaris] 


Seq. No. 


45425 


Seq. ID 


hrw701062717.hl 


Method 


BLASTX 


NCBI GI 


g571484 


BLAST score 


141 


E value 


3.0e-09 


Match length 


49 


% identity 


55 


NCBI Description 


(U16727) peroxidase precursor [Medicago truncatula] 


Seq. No. 


45426 


Seq. ID 


hrw701062850.hl 


Method 


BLASTN 


NCBI GI 


g479144 


BLAST score 


84 


E value 


1.0e-39 


Match length 


184 


% identity 


87 


NCBI Description 


G.max mRNA for ATP synthase subunit 


Seq. No. 


45427 


Seq. ID 


hrw701062912.hl 


Method 


BLASTX 


NCBI GI 


gl495259 


BLAST score 


329 


E value 


5.0e-31 


Match length 


84 


% identity 


75 


NCBI Description 


(X97826) orf04 [Arabidopsis thaliana] 


Seq. No. 


45428 


Seq. ID 


hrw701062936.hl 


Method 


BLASTN 


NCBI GI 


g533691 


BLAST score 


122 


E value 


3.0e-62 


Match length 


140 


% identity 


98 


NCBI Description 


Glycine max Essex protease inhibitor mRNA, complete 


Seq. No. 


45429 


Seq. ID 


hrw701062937.hl 


T, * _ J_ "U. _ J 

Method 


BLASTN 


NCBI GI 


g2905773 


BLAST score 


120 


E value 


4.0e-61 


Match length 


174 


% identity 


98 



7284 



II 



NCBI Description Glycine max putative channel protein 1 (SPCP1) mRNA, 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45430 

hrw701063006.hl 

BLASTN 

g3241925 

35 

2.0e-10 

155 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOK9, complete sequence [Arabidopsis thaliana] 



45431 

hrw701063011.hl 

BLASTX 

g3559816 

150 

5.0e-10 

42 

74 

(Y15782) transketolase 2 



PI clone: 



[Capsicum annuum] 



Seq. No, 
Seq. ID 



45432 

hrw701063032.hl 

BLASTX 

g4572671 

166 

7.0e-12 

88 

40 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

45433 

hrw701063057.hl 

BLASTN 

g!518539 

78 

4.0e-36 

125 

91 

Glycine max UDP-glucose dehydrogenase mRNA, complete cds 
45434 

hrw701063105.hl 

BLASTX 

gl052973 

352 

1.0e-33 

88 

80 

(U37838) fructokinase [Beta vulgaris] 
45435 

hrw701063155.hl 



7285 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3242721 

230 

2.0e-19 

85 
53 

(AC003040) 
thaliana] 



putative acetone-cyanohydrin lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



45436 

hrw701063184.hl 

BLASTN 

g256142 

248 

1.0e-137 

252 
100 

cytosolic glut amine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 1450 nt] 

45437 

hrw701063186.hl 

BLASTX 

g2842490 

137 

1.0e-08 

36 

69 

(AL02174 9) heat-shock protein [Arabidopsis thaliana] 
45438 

hrw701063270.hl 

BLASTX 

g2565436 

194 

4.0e-15 

92 
46 

(AF028842) DegP protease precursor [Arabidopsis thaliana] 
45439 

hrw701063280.hl 

BLASTX 

g2194121 

206 

1.0e-16 

85 
46 

(AC002062) 
(gb_ATCDl ) 



[Arabidopsis thaliana] 
45440 

hrw701063281.hl 
BLASTX 
g461736 
314 



Strong similarity to Arabidopsis cyclin delta-1 
EST gb_ATTS4338 comes from this gene. 



7286 



© 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-29 

78 

79 

MITOCHONDRIAL CHAPERON IN HSP60-2 PRECURSOR 

>gi_478786_pir S29316 chaperonin 60 - cucurbit 

>gi_1254 6_emb_CAA50218_ (X70868) chaperonin 60 [Cucurbita 
sp. ] 

45441 

hrw701063295.hl 

BLASTX 

g3688188 

339 

3.0e-32 

90 

71 

(AL031804) pyruvate decarboxylase-1 (Pdcl) [Arabidopsis 
thaliana] 

45442 

hrw701063302.hl 

BLASTN 

g4566613 

46 

7.0e-17 

122 
84 

Populus alba x Populus tremula actin depolymerizing factor 
mRNA, partial cds 



Seq. No. 


45443 


Seq. ID 


hrw701063319.hl 


Method 


BLASTX 


NCBI GI 


g4335731 


BLAST score 


233 


E value 


9.0e-20 


Match length 


86 


% identity 


56 


NCBI Description 


(AC006248) putative polyprotein [Arabidopsis 


Seq. No. 


45444 


Seq. ID 


hrw701063321.hl 


Method 


BLASTN 


NCBI GI 


g20061 


BLAST score 


79 


E value 


1.0e-36 


Match length 


151 


% identity 


88 


NCBI Description 


Oenothera elata subsp. hookeri mRNA for prot 




inhibitor homologue 


Seq. No. 


45445 


Seq. ID 


hrw701063345.hl 


Method 


BLASTX 


NCBI GI 


g3337367 


BLAST score 


145 


E value 


2.0e-09 



7287 



Match length 


72 


% identity 


47 


NCBI Description 


(AC004481) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


45446 


Seq. ID 


hrw701063361 .hi 


Method 


BLASTX 


NCBI GI 


g2642157 


BLAST score 


378 


E value 


9. Oe-37 


Match length 


90 


% identity 


73 


NCBI Description 


(AC003000) ankyrin-like protein [Arabidopsis thaliana] 


Seq. No. 


45447 


Seq. ID 


hrw7010 63390 .hi 


Metnoct 


BLASTX 


NCBI GI 


g2317908 


BLAST score 


317 


E value 


1 . Oe-29 


Match length 


84 


% identity 


74 


NCBI Description 


(U89959) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


45448 


Seq. ID 


hrw701063442 .hi 


Method 


BLASTX 


NCBI GI 


g3135263 


BLAST score 


170 


E value 


3.0e-12 


Match length 


74 


% identity 


50 


NCBI Description 


(AC003058) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


45449 


Seq. ID 


hrw7 01063454. hi 


Metnoct 


BLASTX 


NCBI GI 


gl707018 


BLAST score 


261 


E value 


6. 0e-23 


Match length 


67 


% identity 


76 


NCBI Description 


(U78721) CutA isolog [Arabidopsis thaliana] 


Seq. No. 


45450 


Seq. ID 


hrw701063465.hl 


Method 


BLASTN 




g3107930 


BLAST score 


107 


E value 


3.0e-53 


Match length 


248 


-5 identity 


88 


NCBI Description 


Pyrus pyrifolia mRNA for UDP-glucose pyrophosphorylase 




complete cds 


Seq. No. 


45451 


Seq. ID 


hrw701063485.hl 



7288 



ft • 



Method BLASTX 

NCBI GI gl546706 

BLAST score 237 

E value 4.0e-20 

Match length 55 

% identity 78 

NCBI Description (X98855) peroxidase ATP8a [Arabidopsis thaliana] 

Seq. No. 45452 

Seq. ID hrw701063494.hl 

Method BLASTX 

NCBI GI gll55090 

BLAST score 222 

E value 2.0e-18 

Match length 65 

% identity 60 

NCBI Description (X94986) beta glucosidase [Manihot esculenta] 

Seq. No. 45453 

Seq. ID hrw701063527.hl 

Method BLAST N 

NCBI GI gl8764 

BLAST score 134 

E value 2.0e-69 

Match length 202 

% identity 92 

NCBI Description G.max tefSl gene for elongation factor EF-la 

Seq. No. 45454 

Seq. ID hrw701063535.hl 

Method BLASTN 

NCBI GI g4204760 

BLAST score 49 

E value 1.0e-18 

Match length 151 

% identity 88 

NCBI Description Glycine max peroxidase precursor (sEPa2) mRNA, partial cds 

Seq. No. 45455 

Seq. ID hrw701063573.hl 

Method BLASTN 

NCBI GI g515691 

BLAST score 107 

E value 2.0e-53 

Match length 167 

% identity 91 

NCBI Description Glycine max Forrest beta-tubulin (tubB3) mRNA, partial cds 

Seq. No. 45456 

Seq. ID hrw701063574.hl 

Method BLASTX 

NCBI GI gll84123 

BLAST score 142 

E value 4.0e-10 

Match length 71 

% identity 55 

NCBI Description (U20809) auxin-induced protein [Vigna radiata] 



7289 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45457 

hrw701063579.hl 

BLASTN 

gl69984 

56 

7.0e-23 

166 

87 

Soybean (Glycine max) low 
(Gmhspl7.6-L) 

45458 

hrw701063618.hl 

BLASTX 

g3176690 

173 

6.0e-13 

56 
41 

(AC003671) 
cerevisiae 



MW 



heat shock protein gene 



[Arabidopsis thaliana] 



Similar to ubiquitin ligase gb_D63905 from S< 
EST gb R65295 comes from this gene. 



45459 

hrw701063634.hl 

BLASTN 

gl70091 

40 

1.0e-13 

52 

94 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



45460 

hrw701063636.hl 

BLASTN 

g558542 

108 

4.0e-54 

189 

99 

G.max (Evans) mRNA 



for zinc-finger protein (C-terminal) 



45461 

hyd700724942.hl 

BLASTN 

g3142328 

68 

5.0e-30 

185 

93 

Glycine max partial SIRE-1 sequence ribonuclease H and 
envelope-like genes, partial cds, and long terminal repeat, 
complete sequence 



7290 



o 



Seq. No. 45462 

Seq. ID hyd700725047.hl 

Method BLASTX 

NCBI GI g2209358 

BLAST score 384 

E value 2.0e-37 

Match length 85 

% identity 79 

NCBI Description (AF004812) beta-D-galactosidase [Mangifera indica] 

Seq. No. 45463 

Seq. ID hyd700725069.hl 

Method BLASTX 

NCBI GI g4406820 

BLAST score 329 

E value 3.0e-31 

Match length 82 

% identity 78 

NCBI Description (AC006201) putative ras superfamily member [Arabidopsis 



thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45464 

hyd700725163.hl 

BLASTX 

g2660669 

138 

7.0e-09 

67 

51 

(AC002342) human Mi-2 autoantigen-like protein [Arabidopsis 
thaliana] 



Seq. No. 


45465 


Seq. ID 


hyd700725212.hl 


Method 


BLASTX 


NCBI GI 


g2583128 


BLAST score 


205 


E value 


1.0e-16 


Match length 


80 


% identity 


49 


NCBI Description 


(AC002387) hypothetical prot 


Seq. No. 


45466 


Seq. ID 


hyd700725318.hl 


Method 


BLASTN 


NCBI GI 


g3426033 


BLAST score 


64 


E value 


1.0e-27 


Match length 


164 


% identity 


85 


NCBI Description 


Arabidopsis thaliana chromos 




sequence, complete sequence 


Seq. No. 


45467 


Seq. ID 


hyd700725328.hl 


Method 


BLASTX 


NCBI GI 


g3687230 



II BAC F12C20 genomic 



7291 



BLAST score 


137 


Zi VdiUc 


y . ue — u y 






^ luennry 


o4 


LNoCL UcoL-liptlOn 


iALUUoioy; hypothetical protein [Arabidopsis thaliana] 


beq. no. 


a c a ro 
454oo 


C DrT Tfl 
iJCkj* 1JJ 


nya / uu /zooou.nl 


ilts LUUu 


D-Ufib 1 A 


NCBI GI 


g2244805 


BLAST score 


208 


E value 


o . ue— 1 / 




o D 


% identity 




iNursx uescripmon 


(zy/jJb) hypothetical protein [Arabidopsis thaliana] 


beq. no. 


454(59 


Carr T n 
OfcrLj. ±U 


nya /uu/Zo4oo.nl 




rii-jAo 1 A 


NCBI GI 


g4006827 


BLAST score 


379 


E value 


/ . ue- J / 


LYiaxcn iengr,n 


Q Q 

oo 


% laennry 


o o 
oz 


iNUtJi Description 


(AC005970) subtilism-like protease [Arabidopsis thaliana] 


beg. no. 


45470 


beq. ijj 


nya / (JO 7 25537 . hi 


i v ic ifloa 


"DT A CrPV 
iD-LAb 1A 


NCBI GI 


g2911053 


BLAST score 


111 


E value 


1 . Oe-Uo 


LyiaTicn lengtin 


A O 

4Z 


% identity 


I o 


in^xdx uescripuion 


(AL021961) hypothetical protein [Arabidopsis thaliana] 


beq. no. 


45471 


dorr TH 


nya /uu /zooby.ni 


1 1C LllUU 


tSljilb 1 A 


NCBI GI 




BLAST qrnrp 


1 R4 


E value 


2.0e-10 


Match length 


50 


% identity 


52 


NCBI Description 


(AL035708) cytochrome P450-like protein [Arabidopsis 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45472 

hyd700725734.hl 

BLASTX 

g4508070 

143 

3.0e-09 

37 

68 

(AC005882) 24349 



[Arabidopsis thaliana] 



7292 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45473 

hyd700725757.hl 

BLASTX 

g3033377 

253 

4.0e-22 

79 

59 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 

45474 

hyd700725791.hl 

BLASTX 

g2493046 

163 

1.0e-ll 

59 
53 

ATP SYNTHASE DELTA' CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82297_pir A41740 H+-transporting ATP synthase (EC 

3.6.1.34) delta 1 chain precursor - sweet potato 

>gi_217 938_dbj_BAA01511_ (D10660) mitochondrial Fl-ATPase 

delta subunit [Ipomoea batatas] 

45475 

hyd700725819.hl 

BLASTX 

g3080412 

146 

8.0e-10 

52 
56 

(AL022604) putative protein [Arabidopsis thaliana] 
45476 

hyd700725839.hl 

BLASTX 

g4454463 

168 

2.0e-12 

43 
74 

(AC006234) putative leucine rich protein kinase 
[Arabidopsis thaliana] 

45477 

hyd700725891.hl 

BLASTX 

g2494113 

227 

2.0e-19 

43 

81 

(AC002376) Strong similarity to Musa pectate lyase 
(gb_X92943) . ESTs gb_AA042458, gb_ATTS4502, gb_N38552 come 
from this gene. [Arabidopsis thaliana] 



7293 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45478 

hyd700726002.hl 

BLASTX 

g2827663 

143 

3.0e-09 

86 

6 

(AL021637) membrane-associated salt-inducible-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45479 

hyd700726019.hl 
BLAST N 
g2765444 
168 

9.0e-90 

249 

100 

Glycine max mRNA 



for ferredoxin thioredoxin reductase 



Seq. No. 45480 

Seq. ID hyd700726028.hl 

Method BLASTX 

NCBI GI g2864625 

BLAST score 414 

E value 5.0e-41 

Match length 87 

% identity 94 

NCBI Description (AL021811) putative protein [Arabidopsis thaliana] 

Seq. No. 45481 

Seq. ID hyd700726062.hl 

Method BLASTX 

NCBI GI g2464864 

BLAST score 161 

E value 2.0e-ll 

Match length 77 

% identity 27 

NCBI Description (Z99707) putative protein [Arabidopsis thaliana] 

Seq. No. 45482 

Seq. ID hyd700726090.hl 

Method BLASTX 

NCBI GI g4160292 

BLAST score 377 

E value 1.0e-36 

Match length 81 

% identity 81 

NCBI Description (Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacum] 

Seq. No. 45483 

Seq. ID hyd700726094.hl 

Method BLASTX 

NCBI GI g2245077 

BLAST score 256 



7294 




E value 2.0e-22 

Match length 81 

% identity • 60 

NCBI Description (297343) glucanase homolog [Arabidopsis thaliana] 

Seq. No. 45484 

Seq. ID hyd700726141.hl 

Method BLASTX 

NCBI GI g807698 

BLAST score 146 

E value 1.0e-09 

Match length 53 

% identity 4 9 

NCBI Description (D32206) prepro-cucumisin [Cucumis melo] 

Seq. No. 45485 

Seq. ID hyd700726152.hl 

Method BLASTN 

NCBI GI gll83936 

BLAST score 68 

E value 4 ,0e-30 

Match length 119 

% identity 90 

NCBI Description P. sativum 5S rRNA gene 

Seq. No. 45486 

Seq. ID hyd700726177.hl 

Method BLASTX 

NCBI GI g3360289 

BLAST score 255 

E value 2.0e-22 

Match length 68 

% identity 71 

NCBI Description (AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

Seq. No. 45487 

Seq. ID hyd700726285.hl 

Method BLASTX 

NCBI GI g2317905 

BLAST score 179 

E value 2.0e-13 

Match length 41 

% identity 83 

NCBI Description (U89959) bZIP-like protein [Arabidopsis thaliana] 

Seq. No. 45488 

Seq. ID hyd700726306.hl 

Method BLASTX 

NCBI GI g3372671 

BLAST score 262 

E value 3.0e-23 

Match length 86 

% identity 60 

NCBI Description (AF061286) gamma -adapt in 1 [Arabidopsis thaliana] 

Seq. No. 45489 



7295 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



hyd700726346.hl 

BLASTX 

g4262228 

388 

6.0e-38 

90 
81 

(AC006200 
thaliana] 



putative receptor protein kinase [Arabidopsis 



45490 

hyd700726372.hl 
BLAST N 
g217902 
36 

4.0e-ll 

100 

84 

Catharanthus roseus cyc07 itiRNA, complete cds 
45491 

hyd700726393.hl 

BLASTX 

g2826900 

291 

1.0e-26 

87 

68 

(AB0044 61) DNA polymerase alpha catalytic subunit [Oryza 
sativa] 

45492 

hyd700726406.hl 

BLASTX 

g4567286 

193 

2.0e-31 

87 

82 

(AC006841) 
thaliana] 



putative coatomer alpha subunit [Arabidopsis 



45493 

hyd700726414.hl 

BLASTX 

g3377800 

216 

2.0e-33 

88 

77 

(AF075597) similar to glycosyl hydrolases family 9 
(PFam:glycosylJ-tydro5.hmm, score: 100.70) [Arabidopsis 
thaliana] 

45494 

hyd700726522.hl 
BLASTX 



7296 



• 

NCBI GI g2829903 
BLAST score 246 

E value 2.0e-21 

Match length 51 
% identity 92 
NCBI Description (AC002311) unknown protein [Arabidopsis thaliana] 

Seq. No. 45495 

Seq. ID hyd700726612.hl 

Method BLASTN 

NCBI GI g3063391 

BLAST score 33 

E value 2.0e-09 

Match length 89 

% identity 85 

NCBI Description Vigna radiata mRNA for Ca2+/H+ exchanger, complete cds 

Seq. No. 45496 

Seq. ID hyd700726642.hl 

Method BLASTX 

NCBI GI g2351566 

BLAST score 210 

E value 3.0e-17 

Match length 74 

% identity 50 

NCBI Description (U76003) carboxypeptidase [Metarhizium anisopliae} 

Seq. No. 45497 

Seq. ID hyd700726644.hl 

Method BLASTN 

NCBI GI gl053046 

BLAST score 67 

E value 1.0e-29 

Match length 186 

% identity 96 

NCBI Description Glycine max histone H3 gene, partial cds, clone S2 

Seq. No. 45498 

Seq. ID hyd700726661.hl 

Method BLASTX 

NCBI GI g4567278 

BLAST score 339 

E value 3.0e-32 

Match length 76 

% identity 82 

NCBI Description (AC006841) putative anthracycline associated resistance ARX 
protein [Arabidopsis thaliana] 

Seq. No. 45499 

Seq. ID hyd700726714.hl 

Method BLASTX 

NCBI GI g2979542 

BLAST score 417 

E value 3.0e-41 

Match length 93 

% identity 78 

NCBI Description (AC003680) putative Ser/Thr kinase [Arabidopsis thaliana] 




7297 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45500 

hyd700726758.hl 

BLASTX 

g3540199 

222 

2.0e-18 

75 
53 

(AC004260) Putative monosaccharide transport protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45501 

hyd700726770.hl 

BLASTX 

g2586127 

215 

1.0e-17 

75 

59 

(U89510) b-keto acyl reductase [Hordeum vulgare] 
45502 

hyd700726925.hl 

BLASTN 

gl236948 

172 

4.0e-92 

231 

94 

Glycine max lipoxygenase L-5 (vlxB) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



45503 

hyd700727017.hl 

BLASTX 

g2341032 

158 

4.0e-ll 

33 

82 

(AC000104) EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 

45504 

hyd700727041.hl 

BLASTX 

g3928090 

161 

2.0e-ll 

80 
42 

(AC005770) putative MTN3 protein [Arabidopsis thaliana] 
45505 

hyd700727059.hl 

BLASTX 

g2760324 



7298 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213 

2.0e-17 

83 
66 

(AC002130) F1N21.9 [Arabidopsis thaliana] 



45506 

hyd700727070.hl 

BLASTN 

gl69036 

50 

3.0e-19 

70 
93 

Pisum sativum L. 



aldolase gene, 3' end cds 



45507 

hyd700727110.hl 

BLASTN 

g488738 

38 

2.0e-12 

74 

88 

G.hirsutum (DPL 62) mRNA for ribosomal protein small 
subunit 4e 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



45508 

hyd700727124.hl 

BLASTX 

g3548802 

140 

4.0e-09 

53 
57 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_43357 69_gb_AAD1744 6_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

45509 

hyd700727182.hl 

BLASTX 

g4432819 

141 

3.0e-09 

32 

75 

(AC006593) putative kinesin light chain [Arabidopsis 
thaliana] 

45510 

hyd700727187.hl 

BLASTX 

g4006888 

146 

8.0e-10 
38 



7299 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(Z99708) 



putative protein [Arabidopsis thaliana] 



45511 

hyd700727258.hl 

BLASTX 

g2143220 

185 

1.0e-20 

77 
59 

(Y13338) cellular serine proteinase [Aspergillus fumigatus] 
45512 

hyd700727267.hl 

BLASTX 

gll73198 

277 

5.0e-25 

58 

90 

40S RIBOSOMAL PROTEIN S13 >gi_480095_pir S36423 ribosomal 

protein S13.e - garden pea >gi_396639_emb_CAA80974_ 
(Z25509) ribosomal protein S13 [Pisum sativum] 

45513 

hyd700727294.hl 

BLASTX 

g479805 

165 

5.0e-12 

39 

77 

SNF2 protein homolog - human (fragment) >gi_292498 (M89907) 
transcription activator [Homo sapiens] 

45514 

hyd700727339.hl 

BLASTX 

g4558564 

192 

5.0e-15 

74 

62 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

45515 

hyd700727354.hl 

BLASTX 

g4415914 

150 

4.0e-10 

77 

44 

(AC006282) unknown protein [Arabidopsis thaliana] 



7300 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



45516 

hyd700727361.hl 

BLASTN 

g!2134 

158 

8.0e-84 

230 

92 

Pisum sativum chloroplast psaAl and psaA2 genes for P700 
chlorophyll a-apoproteins (84 and 82 kD polypeptides) 

45517 

hyd700727381.hl 

BLASTX 

g3372233 

153 

1.0e-10 

56 
54 

(AF019248) RNA polymerase I, II and III 24.3 kDa subunit 
[Arabidopsis thaliana] 

45518 

hyd700727416.hl 

BLASTX 

g4454043 

287 

4.0e-26 

84 
64 

(AL035394) putative receptor kinase [Arabidopsis thaliana] 
45519 

hyd700727589.hl 

BLASTX 

g4097880 

393 

1.0e-38 

80 
94 

(U70866) polyprotein [Bean pod mottle virus] 
45520 

hyd700727609.hl 

BLASTN 

g3264758 

52 

2.0e-20 

104 

88 

Prunus armeniaca 40S ribosomal protein S8 (RPS8) mRNA, 
complete cds 

45521 

hyd700727648.hl 

BLASTX 

g2708741 



7301 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



372 

3.0e-36 

79 

86 

(AC003952) hypothetical protein [Arabidopsis thaliana] 
45522 

hyd700727728.hl 

BLASTX 

g4314358 

177 

3.0e-13 

68 

51 

(AC006340) putative kinesin heavy chain protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45523 

hyd700727744.hl 

BLASTX 

gl362162 

301 

1.0e-27 

75 
71 

beta-glucosidase BGQ60 precursor - barley >gi_804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45524 

hyd700727776.hl 

BLASTX 

g3924594 

254 

3.0e-22 

56 

30 

(AF069442 
thaliana] 



putative ribonucleoprotein [Arabidopsis 
>gi_J262139_gb_AAD14439_ (AC005275) putative 



ribonucleoprotein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method, 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



45525 

hyd700727869.hl 

BLASTX 

gl931641 

300 

1.0e-27 

79 

77 

(U95973) unknown protein [Arabidopsis thaliana] 
45526 

hyd700728037.hl 

BLASTN 

g4097879 

98 

6.0e-48 
201 



7302 



% identity 88 , 

NCBI Description Bean pod mottle virus complete segment RNA1 polyprotem 
gene, complete cds 

Seq. No. 45527 

Seq. ID hyd700728048.hl 

Method BLASTX 

NCBI GI g2618689 

BLAST score 314 

E value 4.0e-32 

Match length 78 

% identity 89 

NCBI Description (AC002510) unknown protein [Arabidopsis thaliana] 

Seq. No. 45528 

Seq. ID hyd700728109.hl 

Method BLASTX 

NCBI GI gl402878 

BLAST score 235 

E value 5.0e-20 

Match length 80 

% identity 54 

NCBI Description (X98130) unknown [Arabidopsis thaliana] 

Seq. No. 45529 

Seq. ID hyd700728113.hl 

Method BLASTX 

NCBI GI g3738306 

BLAST score 326 

E value 9.0e-31 

Match length 80 

% identity 82 

NCBI Description (AC005309) unknown protein [Arabidopsis thaliana] 
45530 

hyd700728145.hl 
BLASTN 
g2343056 
220 

1.0e-121 

232 
99 

Rattus norvegicus organic cation transporter OCT1A mRNA, 
complete cds 

Seq. No. 45531 

Seq. ID hyd700728193.hl 

Method BLASTN 

NCBI GI gl8724 90 

BLAST score 39 

E value 6.0e-13 

Match length 88 

% identity 85 

NCBI Description Mus musculus ion channel homolog RIC mRNA, complete cds 

Seq. No. 45532 

Seq. ID hyd700728279.hl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7303 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2347199 

346 

4.0e-33 

82 

80 

(AC002338) protein kinase isolog [Arabidopsis thaliana] 
45533 

hyd700728422.hl 

BLASTX 

gl771162 

332 

2.0e-31 

80 

80 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000__ (AJ006379) subtilisin-like 
protease [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



45534 

hyd700728433.hl 

BLASTX 

g3646340 

344 

7.0e-33 

80 

81 

(AJ000763) MADS- 



•box protein [Malus domestica] 



45535 

hyd700728456.hl 

BLASTX 

g3047125 

245 

3.0e-21 

74 

66 

(AF058919) No definition line found [Arabidopsis thaliana] 
45536 

hyd700728520.hl 

BLASTN 

gl66379 

107 

3.0e-53 

167 

71 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 

45537 

hyd700728537.hl 

BLASTN 

gll73641 

63 

2.0e-27 



7304 



0 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 
92 

Glycine max lipoxygenase (lox7) inRNA, complete cds 
45538 

hyd700728543.hl 

BLASTX 

g3402719 

211 

3.0e-17 

84 
50 

(AC004261) unknown protein [Arabidopsis thaliana] 
45539 

hyd700728590.hl 

BLASTN 

g3021356 

90 

3.0e-43 

241 

88 

Cyamopsis tetragonoloba mRNA for UDP-galactose 4-epimerase, 
clone GEPI48 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45540 

hyd700728637.hl 

BLASTX 

gl053047 

405 

6.0e-40 

82 

99 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 

45541 

hyd700728670.hl 

BLASTX 

g2370595 

142 

4.0e-09 

83 

33 

(AJ001414) GTPase activating protein [Yarrowia lipolytica] 
45542 

hyd700728672.hl 

BLASTX 

gl703029 

276 

8.0e-25 

83 

59 

CLATHRIN COAT ASSEMBLY PROTEIN AP47 HOMOLOG 2 (CLATHRIN 
COAT ASSOCIATED PROTEIN AP47 HOMOLOG 2) (GOLGI ADAPTOR AP-1 



7305 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 KD PROTEIN HOMOLOG 2) (HA1 47 KD SUBUNIT HOMOLOG 2) 
(CLATHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEX... 
>gi_468382 (L07074) clathrin-associated adaptor protein 
[Rattus norvegicus] 

45543 

hyd700728683.hl 

BLASTX 

gl568480 

406 

4.0e-40 

84 

92 

(Z71703) cdc2-like protein kinase [Beta vulgaris] 
45544 

hyd700728813.hl 

BLASTX 

g2827554 

229 

2.0e-19 

79 

56 

(AL021635) putative DNA binding protein [Arabidopsis 
thaliana] 

45545 

hyd700728821.hl 

BLASTX 

g4432824 

268 

6.0e-24 

82 
46 

(AC006593) putative membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 

45546 

hyd700728866.hl 

BLASTX 

g3641252 

302 

6.0e-28 

81 

6 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domes tica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45547 

hyd700728867.hl 

BLASTN 

g20657 

79 

1.0e-36 

164 

91 

P. sativum Cab II gene for chlorophyll a/b-binding protein 



7306 







Seq. No. 


45548 


Seq. ID 


hyd700728877.hl 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


152 


E value 


3.0e-80 


Match length 


248 


% identity 


90 


NCBI Description 


Bean pod mottle virus complete segment RNA1 polyprotein 




gene, complete cds 


Seq. No. 


45549 


Seq. ID 


hyd700728933.hl 


Method 


BLASTN 


NCBI GI 


g473216 


BLAST score 


74 


E value 


1.0e-33 


Match length 


162 




88 


NCBI Description 


P. sativum (little marvel) HSC71.0 mRNA 


Seq. No. 


45550 


Seq. ID 


hyd700728946.hl 


Method 


BLASTN 


NCBI GI 


g3241923 


BLAST score 


35 


E value 


2.0e-10 


Match length 


99 


% identity 


93 


TvIPRT Dp scTlDt i on 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MMN10, complete sequence [Arabidopsis thaliana] 


Seq. No. 


45551 


Seq. ID 


hyd700728951.hl 


Method 


BLASTX 


NCBI GI 


g3548808 


BLAST score 


335 


E value 


7.0e-32 


Match length 


79 


% i Hpnt i t* v 


71 


NCBI Description 


(AC005313) unknown protein [Arabidopsis thaliana] 


Seq. No. 


45552 


Seq. ID 


hyd700729025.hl 


Method 


BLASTX 


NCBI GI 


g4432846 


BLAST score 


141 


E value 


5.0e-09 


Match length 


85 


% 1 Hf=mt i 1" v 


45 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


45553 


Seq. ID 


hyd700729091.hl 


Method 


BLASTN 


NCBI GI 


g4097879 



7307 



BLAST score 


# 

94 




E value 


l.Oe- 


■45 


Match lenoth 


201 




% identity 


87 




NCBI Description 


Bean 


pod mottle virus 




gene, 


complete cds 




complete segment RNA1 polyprotein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45554 

hyd700729112.hl 

BLASTX 

g3176726 

283 

1.0e-25 

71 
79 

(AC002392) putative serine proteinase [Arabidopsis 
thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45555 

hyd700729143.hl 

BLASTX 

g3522933 

167 

5.0e-12 

38 

74 

(AC004411) putative anion exchange protein 3 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45556 

hyd700729225.hl 

BLASTX 

g4455294 

167 

4.0e-12 

68 

47 

(AL035528) putative protein [Arabidopsis thaliana] 
45557 

hyd700729234.hl 

BLASTX 

g4415918 

250 

1.0e-21 

91 
25 

(AC006282) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 45558 

Seq. ID hyd700729246.hl 

Method BLASTX 

NCBI GI g3372493 

BLAST score 156 

E value 1.0e-10 

Match length 87 

% identity 40 



7308 



NCBI Description (AF045583) tubby like protein 3 [Homo sapiens] 

>gi_4507739_ref_NPJ)03315.1_pTULP3_ tubby like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45559 

hyd700729308.hl 

BLASTX 

gl35418 

439 

6.0e-44 

84 

96 

TUBULIN ALP HA- 3 AND ALPHA- 7 CHAINS >gi_2119267_pir 177426 

alpha-tubulin isotype M-alpha-6 - mouse >gi_202212 (M13442) 
alpha-tubulin isotype M-alpha-6 [Mus musculus] >gi_202219 
(M13443) alpha-tubulin isotype M-alpha-6 [Mus musculus] 

45560 

hyd700729356.hl 

BLASTX 

g322801 

157 

7.0e-ll 

59 

63 

promotes sex organ development protein pie - Antirrhinum 
majus >gi_264223_bbs_123356 (S53900) promotes sex organ 
development=ple [Antirrhinum majus, Peptide, 239 aa] 
[Antirrhinum majus] 

45561 

hyd700729372.hl 

BLASTX 

g2088645 

156 

8.0e-ll 

82 
39 

(AF002109) hypothetical protein [Arabidopsis thaliana] 



45562 

hyd700729409.hl 

BLASTX 

gl363479 

258 

1.0e-22 

64 

75 

photosystem I protein psaL - cucumber 
>gi 801740 dbj BAA09047 (D50456) PsaL 



[Cucumis sativus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



45563 

hyd700729463.hl 

BLASTX 

g2462925 

341 

2.0e-32 
84 



7309 



% identity 79 

NCBI Description (AJ000053) GTP cyclohydrolase II / 

3, 4-dihydroxy-2~butanone-4-phoshate synthase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45564 

hyd700729473.hl 

BLASTX 

g4263718 

336 

7.0e-32 

86 

69 

(AC006223) putative DNA t opo isomer as e III beta [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45565 

hyd700729489.hl 

BLASTN 

gl071696 

67 

2.0e-29 

154 

86 

M.sativa mRNA for cyclin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45566 

hyd700729493.hl 

BLASTX 

gl00226 

303 

4.0e-28 

67 

85 

hypothetical protein - tomato >gi__19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619__prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45567 

hyd700729532.hl 

BLASTN 

g296442 

40 

2.0e-13 

52 
94 

G.max ADR 11 mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45568 

hyd700729567.hl 

BLASTX 

g3080389 

143 

2.0e-09 

56 

59 



7310 



NCBI Description 


(AL022603) putative membrane associated protein 




[Arabidopsis thaliana] 


Seq. No. 


45569 


Seq. ID 


hyd700729688.hl 


Method 


BLASTX 


NCBI GI 


g2344901 


DJjnO 1 DL-U1C 




E value 


2.0e-27 


Match length 


74 


% identity 


78 


NCBI Description 


(AC002388) serine/threonine protein kinase isolog 




[Arabidopsis thaliana] 


Seq. No. 


45570 


Seq. ID 


hyd700729737.hl 


Method 


BLASTX 


NCBI GI 


g4091810 


±JJ_Lrt,0 1 


-j y 


E value 


2.0e-20 


Match length 


79 


% identity 


62 


NCBI Description 


(AFQ53345) fatty acid elongase 3-ketoacyl-CoA synthase 1 




[Arabidopsis thaliana] 


Seq. No. 


45571 


Seq. ID 


hyd700729743.hl 


Method 


BLASTN 


NCBI GI 


g20728 


BLAST score 


64 


E value 


T Art 

i . ue— £ i 


Match length 


lie 


% identity 


84 


NCBI Description 


Pea chloroplast GAPA mRNA encoding 




glyceraldehyde-3-phosphate dehydrogenase (GAPDH) subunit 




(EC 1.2.1.13) 


Seq. No. 


45572 


Seq. ID 


hyd700729808.hl 


Method 


BLASTX 


"NTPRT (IT 




BLAST score 


173 


E value 


9.0e-13 


Match length 


85 


% identity 


47 


NCBI Description 


(AC002560) F21B7.20 [Arabidopsis thaliana] 


Seq. No. 


45573 


Seq. ID 


hyd700729819.hl 


Method 


BLASTX 


NCBI GI 


gl905775 


BLAST score 


362 


E value 


7.0e-35 


Match length 


81 


% identity 


86 


NCBI Description 


(Y11930) putative protein kinase [Arabidopsis thaliana] 



7311 



Seq. No. 45574 

Seq. ID hyd700729832.hl 

Method BLASTX 

NCBI GI g4008006 

BLAST score 142 

E value 4.0e-09 

Match length 78 

% identity 42 

NCBI Description (AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45575 

hyd700729859.hl 

BLASTN 

g!208702 

79 

1.0e-36 

141 

100 

Glycine max histone 



H3 gene, partial 



cds, clone H3-DMAX 



Seq. No. 45576 

Seq. ID hyd700729877.hl 

Method BLASTX 

NCBI GI gl209655 

BLAST score 266 

E value 1.0e-23 

Match length 79 

% identity 62 

NCBI Description (U37428) gll [Zea mays] 



Seq. No. 45577 

Seq. ID hyd700729909.hl 

Method BLASTN 

NCBI GI g4063730 

BLAST score 62 

E value 2.0e-26 

Match length 261 

% identity 82 

NCBI Description Arabidopsis thaliana BAC F21J6 from chromosome V, 

containing KNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

Seq. No. 45578 

Seq. ID hyd700729941.hl 

Method BLASTX 

NCBI GI g3096944 

BLAST score 141 

E value 5.0e-09 

Match length 51 

% identity 57 

NCBI Description (AL023094) putative protein [Arabidopsis thaliana] 



Seq. No. 45579 

Seq. ID hyd700730001.hl 

Method BLASTX 

NCBI GI g2129651 



7312 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



326 

1.0e-30 

91 

67 

myosin heavy chain ATM2 - Arabidopsis thaliana (fragment) 
>gi_499045_emb_CAA84065_ (Z34292) myosin [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45580 

hyd700730004.hl 

BLASTX 

g4510345 

145 

2.0e-09 

36 
67 

(AC006921) unknown protein [Arabidopsis thaliana] 
45581 

hyd700730101.hl 

BLASTX 

g3193306 

142 

3.0e-09 

78 

7 

(AF069300) contains similarity to Arabidopsis 
membrane-associated salt-inducible-like protein 
(GB:AL021637) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



45582 

hyd700730108.hl 

BLASTX 

gl724097 

223 

9.0e-19 

76 

54 

(U79772) female sex protein [Mercurialis annua] 
45583 

hyd700730132.hl 

BLASTN 

g2832782 

51 

6.0e-20 

131 

85 

Egeria densa mRNA for potassium channel beta subunit 
45584 

hyd700730215.hl 

BLASTX 

gl402883 

271 

3.0e-24 
86 



7313 



% identity 22 

NCBI Description (X98130) unknown [Arabidopsis thaliana] 

>giJ_4 95263_emb_CAA66119_ (X97487) orf09 [Arabidopsis 
thaliana] 



Seq. No. 45585 

Seq. ID hyd700730218.nl 

Method BLASTX 

NCBI GI g4220521 

BLAST score 205 

E value 2.0e-16 

Match length 59 

% identity 63 

NCBI Description (AL035356) putative protein [Arabidopsis thaliana] 

Seq. No. 45586 

Seq. ID hyd700730221.hl 

Method BLASTX 

NCBI GI g3860321 

BLAST score 341 

E value 1.0e-32 

Match length 83 

% identity 80 

NCBI Description (AJ012687) beta-galactosidase [Cicer arietmum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45587 

hyd700730303.hl 

BLASTX 

g3121727 

302 

6.0e-28 

62 

94 

ALCOHOL DEHYDROGENASE CLASS III (GLUTATHIONE-DEPENDENT 
FORMALDEHYDE DEHYDROGENASE) (FDH) (FALDH) 



Seq. No. 


45588 




Seq. ID 


hyd700730544 


.hi 


Method 


BLASTN 




NCBI GI 


g516853 




BLAST score 


87 




E value 


2.0e-41 




Match length 


175 




% identity 


30 




NCBI Description 


Soybean SUBI 


-2 < 


Seq. No. 


45589 




Seq. ID 


hyd700730549 


.hi 


Method 


BLASTN 




NCBI GI 


gl575730 




BLAST score 


169 




E value 


2.0e-90 




Match length 


185 




% identity 


98 




NCBI Description 


Glycine max 


14- 




cds 





7314 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45590 

hyd700730562.hl 

BLASTX 

g3915847 

291 

1.0e-26 

82 
69 

40S RIBOSOMAL PROTEIN S2 >gi__2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45591 

hyd700730613.hl 

BLASTX 

g4033469 

200 

6.0e-16 

65 
41 

ARGININE/SERINE-RICH SPLICING FACTOR RSP41 
>gi_1707370_emb_CAA67799_ (X99436) splicing factor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45592 

hyd700730632.hl 

BLASTN 

gl724103 

96 

8.0e-47 

224 

86 

Mesembryanthemum crystallinum methionine 
adenosyltransf erase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45593 

hyd700730716.hl 

BLASTN 

gl69036 

47 

2.0e-17 

59 

95 

Pisum sativum L. 



aldolase gene, 3' end cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45594 

hyd700730731.hl 

BLASTX 

g3402684 

312 

4.0e-29 

79 

73 

(AC004697) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



45595 

hyd700730817.hl 
BLASTX 



7315 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2130051 
252 

5.0e-22 
60 
72 

xylose isomerase (EC 5.3 
>gi_1296807_emb_CAA64544_ 
[Hordeum vulgare] >gi_1588 664_prf 
isomerase [Hordeum vulgare] 



1.5) - barley 
(X95256) xylose isomerase 
2209268A xylose 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



45596 

hyd700730849.hl 

BLASTX 

g3582436 

348 

2.0e-33 

76 

82 

(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 
45597 

hyd700730911.hl 

BLASTX 

g2687726 

260 

4.0e-23 

72 

64 

(AJ003246) 2 T -hydroxydihydrodaidzein reductase [Glycine 
max] 

45598 

hyd700730932.hl 

BLASTN 

g4097879 

68 

4.0e-30 

180 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

45599 

hyd700730933.hl 

BLASTX 

g4325338 

107 

2.0e-ll 

55 
63 

(AF128392) No definition line found [Arabidopsis thaliana] 
45600 

hyd700730961.hl 

BLASTX 

gl706130 

347 



7316 



E value 3.0e-33 
Match length 79 
% identity 86 

NCBI Description CDPK- RELATED PROTEIN KINASE (PK421) >gi_2129917_pir_S60052 
calcium-dependent protein kinase homolog - carrot 
>gi_1103386_emb_CAA58750_ (X83869) CDPK-related protein 
kinase [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45601 

hyd700730982.hl 

BLASTN 

g4097879 

117 

2.0e-59 

233 

88 

Bean pod mottle virus complete segment RNA1 polyprotem 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45602 

hyd700730989.hl 

BLASTN 

g4567090 

38 

2.0e-12 

103 

90 

Glycine max SNF-l-like serine/threonine protein kinase 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45603 

hyd700731048.hl 

BLASTX 

g2924247 

246 

2.0e-21 

54 

83 

(Y07782) expansin 



[Oryza sativa] 



Seq. No. 45604 

Seq. ID hyd700731096.hl 

Method BLASTX 

NCBI GI g3786009 

BLAST score 158 

E value 3.0e-ll 

Match length 61 

% identity 62 

NCBI Description (AC0054 99) unknown protein [Arabidopsis thaliana] 

Seq. No. 45605 

Seq. ID hyd700731102.hl 

Method BLASTX 

NCBI GI g4567301 

BLAST score 205 

E value 2.0e-16 

Match length 90 



7317 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

(AC005956) putative protein kinase [Arabidopsis thaliana] 
45606 

hyd700731193.hl 

BLASTX 

g2529675 

141 

3.0e-09 

29 
86 

(AC002535) putative AP2 domain containing protein 
[Arabidopsis thaliana] 

45607 

hyd700731233.hl 

BLASTN 

gl675195 

100 

4.0e-49 

184 



Pisum sativum (clone PsRCI22-3) 
complete cds 



callus protein P23 mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45608 

jC-gmfl02220050d09dl 

BLASTX 

g3355486 

386 

2.0e-37 

93 

76 

(AC004218) unknown protein [Arabidopsis thaliana] 
45609 

jC-gmfl02220050e07dl 

BLASTX 

g2576361 

261 

7.0e-23 

57 

75 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 

45610 

jC-gmfl02220050e09al 

BLASTX 

g2499535 

193 

9.0e-15 

110 
56 

2 - OXOGLUT ARATE /MALATE TRANS LOCATOR PRECURSOR >gi_595681 
(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



7318 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45611 

jC-grafl02220050el0dl 

BLASTX 

g2754849 

210 

7.0e-17 

49 

82 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45612 

jC-gmfl02220051a05al 

BLASTX 

g3779024 

375 

3.0e-36 

98 

76 

(AC005171) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45613 

jC-gmfl02220051a09al 

BLASTX 

g3582328 

224 

3.0e-18 

149 

14 

(AC005496) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45614 

jC-gmfl02220051bl0al 

BLASTX 

gl871192 

418 

4.0e-41 

104 
74 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45615 

jC-gmfl02220052b06al 

BLASTX 

g3242705 

525 

2.0e-53 

168 

64 

(AC00304 0) putative nicotinate phosphoribosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



45616 

jC-gmfl02220052c09al 
BLASTN 



7319 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g310575 
277 

1.0e-154 

344 

99 

Glycine max nodulin-26 mRNA, complete cds 
45617 

jC-gmfl02220052e03al 

BLASTN 

gl431621 

95 

6.0e-46 

115 

96 

T.repens mRNA for protein kinase 
45618 

jC-gmfl02220052g08al 

BLASTN 

gl053215 

467 

0.0e+00 

475 

100 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

45619 

jC-gmfl02220052g09dl 

BLASTX 

gl01813 

316 

2.0e-29 

92 

67 

NADH dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 3 - 
Emericella nidulans mitochondrion (SGC3) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45620 

jC-gmfl02220053a02al 

BLASTX 

g3608155 

177 

2.0e-21 

125 

39 

(AC005314) putative RNA helicase [Arabidopsis thaliana] 
45621 

jC-gmfl02220053dl2al 

BLASTX 

g481812 

238 

2.0e-20 

67 

37 



7320 



NCBI Description DNA-binding protein GT-2 - Arabidopsis thaliana 

>gi_4164 90_emb_CAA51289_ (X72780) GT-2 factor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45622 

jC-gmfl02220054b06dl 

BLASTX 

g4539397 

220 

7.0e-18 

77 
52 

(AL035526) 
thaliana] 



cellulose synthase-like protein [Arabidopsis 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45623 

jC-gmfl02220054c02al 

BLASTX 

gl931640 

307 

3.0e-28 

111 

52 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 

45624 

jC-gmfl02220054fllal 

BLASTX 

g731042 

155 

3.0e-10 

81 

35 

UBIQUITIN CARBOX YL - T E RM I NAL HYDROLASE 5 {UBIQUITIN 
THIOLESTERASE 5) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 5) 

( DEUB IQU I T I NAT I NG ENZYME 5) >gi_1078 451_pir S50277 

ubiquitin-specific proteinase UBP5 (EC 3.4.-.-) - yeast 
(Saccharomyces cerevisiae) >gi_595377 (U10082) 
ubiquitin-specific protease [Saccharomyces cerevisiae] 
>gi_603384 (U18917) Ubp5p: ubiquitin-specific protease 
[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45625 

jC-gmfl02220054g01al 

BLASTX 

g2827638 

291 

3.0e-29 
133 
52 

(AL021636) 
thaliana] 



Cytochrome P4 50-like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 



45626 

jC-gmfl02220055cl2al 
BLASTX 



7321 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g3184285 
143 

9.0e-09 

31 
77 

(AC004136) 



hypothetical protein [Arabidopsis thaliana] 



45627 

jC-gmfl02220055d05al 

BLASTX 

gl086586 

247 

5.0e-21 

139 
35 

(U41007) similar to G 



beta repeats (PROSITE: PS00670) 



[Caenorhabditis elegans] 
45628 

jC-gmfl02220055d08al 

BLASTX 

g2558655 

145 

5.0e-09 

156 

39 

(AC002354) No definition line found [Arabidopsis thaliana] 



45629 

jC-gmfl02220055dl0dl 

BLASTX 

g399112 

191 

2.0e-14 

133 

37 

BETA-GALACTOSIDASE 
beta-galactosidase 



>gi_101123_pir JC1266 

23) - yeast (Kluyveromyces 



(LACTASE) 
(EC 3.2.1 

marxianus var. lactis) >gi_173305 (M84410) 
beta-D-galactosidase [Kluyveromyces lactis] 



45630 

jC-gmfl02220055dl2dl 

BLASTN 

gl438878 

208 

1.0e-113 

312 

92 

Glycine max choline kinase GmCKlp mRNA, complete cds 
45631 

jC-gmfl02220055g01al 

BLASTX 

g2618705 

149 

1.0e-19 



7322 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 
66 

(AC002510) putative ABC transporter, 5 1 
[Arabidopsis thaliana] 



45632 

jC-gmfl02220056c02al 

BLASTX 

g421955 

164 

2.0e-14 

62 
65 

hypothetical protein 4 
>gi_2 143 4_emb_CAA3 6 6 1 6_ 



partial 



• potato transposon Tstl 
(X52387) 0RF4 [Solanum tuberosum] 



45633 

jC-gmfl02220056d02al 

BLASTX 

g4406777 

234 

2.0e-19 
76 
58 

(AC006532) 
thaliana] 



putative zinc-finger protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45634 

jC-gmfl02220056d04al 

BLASTX 

g3790587 

417 

5.0e-41 

92 
78 

(AF079182) 
thaliana] 



RING-H2 finger protein RHF2a [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45635 

jC-gmf 10222005 6e02al 

BLASTX 

g4079809 

144 

7.0e-09 

155 

5 

(AF071172) HERC2 [Homo sapiens] 
45636 

jC-gmfl02220057bl2dl 

BLASTN 

g21004 

92 

3.0e-44 

176 

94 

French Bean mRNA for plastid-located glutamine synthetase 



7323 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(EC 6.3.1.2) 
45637 

jC-gmfl02220057c08al 

BLASTN 

g303900 

147 

3.0e-77 

239 

29 

Soybean gene for ubiquitin, complete cds 
45638 

jC-gmfl02220057d08al 

BLASTX 

g2244833 

293 

2.0e-26 

123 

50 

(Z97337) centromere protein homolog [Arabidopsis thaliana] 
45639 

jC-gmfl02220057e01al 

BLASTX 

gl708376 

142 

4.0e-17 

96 

46 

INDOLEACETAMIDE HYDROLASE ( I AH) ( INDOLE- 3- ACET AMIDE 

HYDROLASE) >gi_107307 6_pir B53376 indoleacetamide 

hydrolase - Pseudomonas syringae pv. syringae >gi_4 72561 
(U04358) IAH [Pseudomonas syringae] 

45640 

jC-gmfl02220057e06al 

BLASTX 

g4417271 

498 

1.0e-50 

102 

92 

(AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45641 

jC-gmfl02220057h01al 

BLASTX 

g3128186 

189 

3.0e-14 
148 
36 

(AC004521) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



45642 



7324 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



jC-gmfl02220057h03al 

BLASTX 

g4510377 

256 

2.0e-34 
148 
53 

(AC007017) 



putative RNA helicase A [Arabidopsis thaliana] 



45643 

jC-gmfl02220060gl2al 

BLASTN 

g986968 

437 

0.0e+00 

445 

100 

Glycine max TGACG-motif binding protein 
complete cds 



(STGA1) mRNA, 



45644 

jC-gm£102220060hl2dl 

BLASTX 

g3420057 

518 

1.0e-52 

166 
35 

(AC004680) putative ABC transporter [Arabidopsis thaliana] 
45645 

jC-gmfl02220061c08dl 

BLASTX 

g3925223 

165 

2.0e-ll 

58 

59 

(AF037029) 
[Zea mays] 



6-phosphogluconate dehydrogenase isoenzyme A 



45646 

jC-gmfl02220061cl0dl 

BLASTX 

gl346261 

151 

8.0e-10 

45 

60 

GLUTAMYL- TRNA REDUCTASE 2 
>gi_l 0 1 5 3 1 9_dbj _BAA1 1 0 9 1_ 
[Cucumis sativus] 

45647 

jC-gmfl02220061d07al 

BLASTX 

g2529677 



PRECURSOR (GLUTR) 

(D67088) glutamyl- t RNA reductase 



7325 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



227 

1.0e-18 

87 
51 

(AC002535) kinesin-like protein, heavy chain [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45648 

jC-gmfl02220061dl2al 

BLASTX 

g2828284 

157 

2.0e-10 

129 
34 

(AL021687) hypothetical protein [Arabidopsis thaliana] 
>gi__2832637_emb_CAA16766_ (AL021711) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



45649 

jC-gmfl02220061e02dl 

BLASTN 

gl8644 

38 

3.0e-12 

70 
89 

Soybean mRNA for HMG-1 like protein 
45650 

jC-gmfl02220061e07al 

BLASTX 

g2341024 

598 

3.0e-62 

138 

55 

(AC000104) E19P19.1 [Arabidopsis thaliana] 
45651 

jC-gmfl02220061f04dl 

BLASTX 

g3757529 

258 

2.0e-22 

87 
56 

(AC005167) tetracycline transporter-like protein 
[Arabidopsis thaliana] 

45652 

jC-gmfl02220061f05al 

BLASTX 

g3687297 

158 

2.0e-10 
68 



7326 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

(AJ005588) 



5-epi-aristolochene synthase [Capsicum annuum] 



45653 

jC-gmfl02220061f05dl 

BLASTX 

g4508070 

186 

7.0e-14 

79 
52 

(AC005882) 24349 [Arabidopsis thaliana] 
45654 

jC-gmfl02220061f06al 

BLASTN 

g2654107 

137 

4.0e-71 

277 

87 

Pisum sativum cytosine-5 DNA methyltransf erase mRNA, 
complete cds 

45655 

jC-gmfl02220061fllal 

BLASTX 

g3875740 

388 

2.0e-37 

150 

53 

(Z81497) similar to mannosyl-oligosaccharide alpha-1, 
2-mannosidase; cDNA EST EMBL:D67155 comes from this gene; 
cDNA EST EMBL:D64219 comes from this gene; cDNA EST 
yk260el2.3 comes from this gene; cDNA EST yk260el2.5 comes 
from 



Seq. No. 45656 

Seq. ID jC-gmfl02220061g09al 

Method BLASTX 

NCBI GI gl619300 

BLAST score 281 

E value 4.0e-25 

Match length 69 

% identity 75 

NCBI Description (X95269) LRR protein [Lycopersicon esculentum] 

Seq. No. 45657 

Seq. ID jC-gmf!02220062a06al 

Method BLASTX 

NCBI GI g2982452 

BLAST score 513 

E value 4.0e-52 

Match length 169 

% identity 9 

NCBI Description (AL022223) receptor protein kinase-like protein 



7327 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45658 

jC-gmfl02220062al0al 

BLASTX 

g2342427 

149 

2.0e-09 
102 
38 

(AB000799) 
thaliana] 



NPKl-related protein kinase 3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45659 

jC-gmfl02220062bllal 

BLASTX 

g4558666 

172 

4.0e-12 

108 
33 

(AC007063) 
thaliana] 



putative Na/H antiporter isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



45660 

jC-gmf 1022200 62g09al 

BLASTX 

g3894385 

178 

7.0e-13 

143 

4 

(AF053994) Hcr2-0A [Lycopersicon esculentum] 
45661 

]C-gmfl02220063a01dl 

BLASTX 

g3600043 

199 

2.0e-15 

54 
80 

(AF080119) No definition line found [Arabidopsis thaliana] 



45662 

jC-gmfl02220063a03dl 

BLASTX 

g2769642 

275 

3.0e-24 

67 

81 

(Z97215) nine-cis-epoxycarotenoid dioxygenase 
esculentum] 



[Lycopersicon 



45663 

jC-gmfl02220063a07al 



7328 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g3377507 

167 

8.0e-12 

66 

48 

(AF056026) auxin transport protein EIR1 [Arabidopsis 
thaliana] >gi_3661620 (AF093241) putative auxin efflux 
carrier AGR [Arabidopsis thaliana] >gi_3746886 (AF087459) 
polar-auxin-transport efflux component AGRAVITROPIC 1 
[Arabidopsis thaliana] >gi_4206709 (AF086906) root 
gravitropism control protein [Arabidopsis thaliana] 

45664 

jC-gmfl02220063a07dl 

BLASTX 

g3377509 

308 

4.0e~28 

91 

64 

(AF056027) auxin transport protein REH1 [Oryza sativa] 
45665 

jC-gmfl02220063b08al 

BLASTX 

g4558671 

370 

2.0e-35 

112 

66 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
45666 

jC-gmfl02220063b08dl 

BLASTX 

g4263722 

249 

2.0e-28 

77 

73 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
45667 

jC-gmf 1022200 63c09al 

BLASTX 

g639722 

346 

1.0e-32 

79 
78 

(L27484) calcium-dependent protein kinase [Zea mays] 
45668 

jC-gmfl02220063e03al 

BLAST N 

g310581 



7329 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209 

1.0e-114 

237 

97 

Glycine max protein kinase 3 



(SPK-3) mRNA, complete cds 



45669 

jC-gmfl02220063e06dl 

BLASTX 

gl32935 

144 

5.0e-09 

47 

53 

60S RIBOSOMAL PROTEIN L37A (YL37) (RP47) 

>gi_101568_pir S18431 ribosomal protein L35a.e.cl6 » yeast 

(Saccharomyces cerevisiae) >gi_4392_emb_CAA41035_ (X57969) 
ribosomal protein L37a [Saccharomyces cerevisiae] 
>gi_1244773 (U43703) Lpi4p [Saccharomyces cerevisiae] 
>gi_1370305_emb_CAA97847_ (Z73499) ORF YPL143w 
[Saccharomyces cerevisiae] 

45670 

jC-gmfl02220063g08dl 

BLASTX 

g2738982 

181 

1.0e-13 

59 

59 

(AF022157) CYP71A10 [Glycine max] 



45671 

jC-gmfl02220064a04al 

BLASTX 

g!402883 

163 

3.0e-ll 

138 

30 

(X98130) unknown [Arabidopsis thaliana] 
>gi_1495263_emb_CAA66119_ (X97487) orf09 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



45672 

jC-gmfl02220064h05al 

BLASTX 

g2341042 

194 

2.0e-16 

76 
63 

(AC000104) F19P19.26 [Arabidopsis thaliana] 
45673 

jC-gmfl02220065a08al 
BLASTX 



7330 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g419760 
425 

6.0e-59 

133 

47 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_3849833_emb_CAA43646_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45674 

jC-gmfl02220065d02dl 

BLASTX 

g4467152 

164 

2.0e-ll 

55 
53 

(AL035540) putative protein [Arabidopsis thaliana] 
45675 

jC-gmfl02220065d07al 

BLASTX 

g4262225 

261 

5.0e-37 

120 
63 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 

45676 

jC-gmfl02220065f06dl 

BLASTX 

g3249098 

178 

3.0e-13 

51 
71 

(AC003114) ESTs gb_T04610, gb_N38459, gb_T45174, gb_R30481 
and gb_N64971 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45677 

jC-gmfl02220065gllal 

BLASTX 

g4038035 

289 

6.0e-26 

123 

46 

(AC005936) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



45678 

jC-gmfl02220067f08al 

BLASTN 

g515691 

286 



7331 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-160 

286 
100 

Glycine max Forrest beta-tubulin 



(tubB3) mRNA, partial cds 



45679 

jC-gmfl02220067h0 9al 

BLASTX 

gl495483 

325 

4.0e-30 

148 

45 

(X97795) RAD54 [Homo sapiens] 
>gi_4506397_ref_NP_003570 ♦ l_pRAD54L_ 
(S. cerevisiae) -like 



RAD54 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45680 

jC-gmfl02220068a07al 

BLASTX 

g2842424 

550 

1.0e-56 

147 

65 

(AJ22394 8) RNA helicase [Homo sapiens] 
45681 

jC-gmfl02220068b03dl 

BLASTX 

g2924776 

222 

3.0e-18 

59 

73 

(AC002334) hypothetical protein [Arabidopsis thaliana] 



45682 

jC-gmfl02220068bllal 

BLASTX 

g2347100 

667 

3.0e-70 

141 

92 

(U76846) ubiquitin-specific protease 
>gi_4567196_gb_AAD23612.1_AC007168_ 3 



[Arabidopsis thaliana] 
(AC007168) putative 



ubiquitin-specific protease [Arabidopsis thaliana] 
45683 

jC-gmfl02220068d05dl 

BLASTX 

g2500354 

256 

4.0e-22 

63 

81 



7332 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 

45684 

jC-gmfl02220068d06al 

BLASTX 

g4455191 

151 

5.0e-10 

97 
11 

(AL035440) putative protein [Arabidopsis thaliana] 



45685 

jC-gmfl02220068dl2al 

BLASTX 

g2911533 

614 

4.0e-64 

128 
88 

(X83620) Petunia Shaggy kinase 6 



[Petunia x hybrida] 



45686 

jC-gmf 1022200 68e09al 

BLASTX 

g3152592 

200 

1.0e-15 

95 

25 

(AC002986) Contains similarity to 8A-2V protein gb_Y10496 
from Mus musculus. [Arabidopsis thaliana] 

45687 

jC-gmfl02220069c03dl 

BLASTX 

g4218120 

201 

8.0e-16 

44 

82 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 45688 

Seq. ID jC-gmfl02220069e04dl 

Method BLASTX 

NCBI GI g2293358 

BLAST score 196 

E value 4.0e-15 

Match length 98 

% identity 49 

NCBI Description (D87669) polyphenol oxidase [Malus domestica] 

Seq. No. 45689 

Seq. ID jC-gmfl02220069e05al 



7333 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2347199 

239 

4.0e-20 

84 

61 

(AC002338) protein kinase isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45690 

jC-gmfl02220069f02dl 

BLASTN 

gl70043 

122 

4.0e-62 

339 
90 

Soybean phytoene desaturase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45691 

jC-gmfl02220070c01dl 

BLASTX 

gl497987 

158 

6.0e-ll 

61 

52 

(U62798) SCARECROW [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45692 

jC-gmfl02220070e01dl 

BLASTN 

g556687 

75 

5.0e-34 

170 

24 

H.annuus mRNA for seed tetraubiquitin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45693 

jC-gmfl02220070g01al 

BLASTX 

g3023637 

177 

6.0e-13 

75 
48 

PROBABLE ATP-DEPENDENT RNA HELICASE 
8) >gi 1362899 pir A56236 probable 



HRH1 (DEAH BOX 
RNA helicase 1 



PROTEIN 
- human 



>gi_807817 
sapiens] 



dbj BAA09078_ (D50487) RNA helicase (HRH1) [Homo 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



45694 

jC-gmfl02220070g05al 

BLASTX 

g3450842 

208 

1.0e-16 



7334 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 
71 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 

45695 

jC-gmfl02220070h02al 

BLASTN 

gl053215 

401 

0.0e+00 

409 

100 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

45696 

jC-gmfl02220070h06dl 

BLASTN 

gl332578 

67 

3.0e-29 

164 

11 

P.sylvestris mRNA for polyubiquitin 
45697 

jC-gmfl02220070h07dl 

BLASTX 

gl842158 

356 

9.0e-34 

77 
81 

(D83260) HXC-26 [Homo sapiens] >gi_1842163_dbj_BAA11907_ 
(D83389) HXC-26 [Homo sapiens] 

45698 

jC-gmfl02220071b04al 

BLASTN 

g459961 

185 

1.0e-99 

279 

92 

Glycine max proplastid omega- 6 desaturase mRNA, complete 
cds 

45699 

jC-gmfl02220071bl0dl 

BLASTX 

g3695392 

265 

4.0e-23 

98 

57 

(AF096371) No definition line found [Arabidopsis thaliana] 



7335 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45700 

jC-gmfl02220071c03al 

BLASTX 

gl20777 

545 

8.0e-56 

183 

55 

SUCCINATE-SEMIALDEHYDE DEHYDROGENASE (NADP+) (SSDH) 
>gi_147901 (M88334) succinic semi aldehyde dehydrogenase 
[Escherichia coli] >gi_1789015 (AE000351) 
succinate-semialdehyde dehydrogenase, NADP-dependent 
activity [Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45701 

jC-gmfl02220071cl0al 

BLASTX 

gll71429 

214 

4.0e-17 

118 

44 

(U44028) CKC [Arabidopsis thaliana] 
45702 

jC-gmfl02220071dl0al 

BLASTX 

g2129918 

175 

1.0e-12 

50 

62 

BPF-1 protein - parsley >gi_396197_emb_CAA48413_ (X68337) 
BPF-1 [Petroselinum crispum] >gi_441310_emb_CAA44518_ 
(X62653) BPF-1 [Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45703 

jC-gmf!02220072a06al 

BLASTX 

g3451075 

350 

3.0e-33 

101 

62 

(AL031326) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45704 

jC-gmfl02220072a07al 

BLASTX 

g2982452 

189 

2.0e-14 

52 

60 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 



7336 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45705 

jC-gmfl02220072c03al 

BLASTX 

g2652938 

283 

1.0e-25 

68 

57 

(Z47554) orf [Zea mays] 
45706 

jC-gmfl02220072e06al 

BLASTN 

g4519191 

58 

9.0e-24 

404 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9P8, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



45707 

jC-gmfl02220072g01al 

BLASTN 

g439856 

44 

1.0e-15 

80 

89 

Glycine max Williams 82 lipoxygenase 



mRNA, complete cds 



45708 

jC-gmfl02220072g03al 

BLASTX 

g2065531 

214 

9.0e-18 

60 

67 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
45709 

jC-gmfl02220072h04al 

BLASTX 

g3287835 

216 

2.0e-17 

87 

51 

(+) -DELTA-CADINENE SYNTHASE ISOZYME A (D-CADINENE SYNTHASE) 
>gi_1002523 (U27535) (+) -delta-cadinene synthase isozyme A 
[Gossypium arboreum] >gi_1217 956_emb_CAA65289_ (X96429) 
(+) -delta-cadinene synthase [Gossypium arboreum] 

45710 

jC-gmfl02220073a09al 



7337 



Method BLASTX 

NCBI GI g807957 

BLAST score 164 

E value 3.0e-ll 

Match length 94 

% identity 37 

NCBI Description (Z49259) 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



unknown [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



45711 

jC-gmfl02220073b02dl 
BLASTN 
g3603400 
187 

1.0e-101 

359 
88 

Medicago sativa cinnamyl -alcohol dehydrogenase (MsaCadl) 
mRNA, complete cds 

45712 

jC-gmfl02220073f02al 

BLASTX 

g2739370 

458 

9.0e-46 

142 

(AC002505) putative pectinesterase [Arabidopsis thaliana] 
45713 

jC-gmfl02220073fl0al 

BLASTX 

g4455338 

497 

2.0e-50 

139 

65 

(AL035525) putative protein [Arabidopsis thaliana] 
45714 

jC-gmfl02220073g01dl 

BLASTX 

gl502430 

351 

4.0e-33 

79 

84 

(CJ62331) phosphate transporter [Arabidopsis thaliana] 
>gi 2564661 (AF022872) phosphate transporter [Arabidopsis 
thaliana] >gi_3869206_dbj_BAA34398_ (AB016166) Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 (AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 

45715 

jC-gmfl02220073g02dl 

BLASTX 

g4220485 



7338 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



320 

1.0e-29 

98 
62 

(AC006069) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45716 

jC-gmfl02220073g05al 

BLASTN 

g3288846 

60 

5.0e-25 

60 
100 

Trifolium repens 18S 



ribosomal RNA gene, partial sequence 



45717 

jC-gmfl02220073g06dl 

BLASTX 

g4335719 

174 

1.0e-12 

48 
50 

(AC006248) putative RING-H2 finger protein RHGla 
[Arabidopsis thaliana] 

45718 

jC-gmfl02220073hl2al 

BLASTX 

g2462931 

360 

9.0e-44 

126 

73 

(Z83833) UDP-glucose: sterol glucosyltransf erase 
[Arabidopsis thaliana] 

45719 

jC-gmfl02220075d09al 

BLASTX 

g2459428 

171 

4.0e-12 

53 

64 

(AC002332) unknown protein [Arabidopsis thaliana] 
45720 

jC-gmfl02220075e09dl 

BLASTN 

g303900 

70 

2.0e-31 

177 
84 



7339 




NCBI Description Soybean gene for ubiquitin, complete cds 
45721 

jC-gmfl02220076a07al 
BLASTX 
g2980641 
143 

9.0e-09 

54 
50 

(Y11250) multi resistance protein [Arabidopsis thaliana] 

Seq. No. 45722 

Seq. ID jC-gmfl02220076a07dl 

Method BLASTN 

NCBI GI g4544435 

BLAST score 36 

E value 1.0e-10 

Match length 52 

% identity 92 

NCBI Description Arabidopsis thaliana chromosome II BAG F14M13 genomic 
sequence, complete sequence 

45723 

jC-gmfl02220076c06al 
BLASTX 
g3176659 
222 

4.0e-18 

92 
57 

(AC004393) Strong similarity to receptor kinase gb__M80238 
from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 45724 

Seq. ID jC-gmfl02220076g04al 

Method BLASTX 

NCBI GI g4103324 

BLAST score 613 

E value 6.0e-64 

Match length 148 

% identity 90 

NCBI Description (AF022716) GDP-mannose pyrophosphorylase [Solanum 
tuberosum] 

Seq. No. 45725 

Seq. ID jC-gmfl02220076h02dl 

Method BLASTX 

NCBI GI g2583128 

BLAST score 149 

E value 2.0e-09 

Match length 34 

% identity 79 

NCBI Description (AC002387) hypothetical protein [Arabidopsis thaliana j 

Seq. No. 45726 

Seq. ID jC-gmfl02220076h05al 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7340 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl255448 

204 

6.0e-16 

46 

80 

(D50468) mitogen-activated protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45727 

jC-gmf 10222007 7a02al 

BLASTX 

g4510383 

380 

8.0e-41 

157 
59 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45728 

jC-gmfl02220077c07dl 

BLASTN 

gl763233 

50 

5.0e-19 

74 

92 

Camptotheca acuminata 3-hydroxy-3-methylglutaryl coenzyme A 
reductase gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45729 

jC-gmfl02220077d02al 

BLASTX 

g4539390 

357 

5.0e-34 

90 

76 

(AL035526) shaggy-like protein kinase etha 
[Arabidopsis thaliana] 



(EC 2.7.1.-) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45730 

jC-gmfl02220077hl2dl 

BLASTX 

g4091804 

222 

3.0e-18 

56 

80 

(AF052584) CONSTANS-like 



protein 1 [Malus domestica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



45731 

jC-gmfl02220078al0al 

BLASTX 

g2792302 

353 

2.0e-33 



7341 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 
72 

(AF039895) putative aldehyde oxidase [Arabidopsis thaliana] 
45732 

jC-gmfl02220078dllal 

BLASTX 

g2462826 

261 

9.0e-23 

123 

46 

(AF000657) unknown protein [Arabidopsis thaliana] 
45733 

jC-gmfl02220078gl0al 

BLASTX 

g4539452 

179 

5.0e-13 

52 
69 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45734 

jC-gmfl02220079allal 

BLASTX 

g3036807 

381 

8.0e-37 

118 

66 

(AL022373) putative protein [Arabidopsis thaliana] 
45735 

jC-gmf!02220079e08dl 

BLASTX 

g2191135 

162 

9.0e-14 

95 
48 

(AF007269) A_IG002N01 . 14 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45736 

jC-gmfl02220079f04dl 

BLASTN 

g347452 

41 

5.0e-14 

161 

84 

Soybean hydroxyproline-rich glycoprotein (sbHRGP3) 
partial cds 



mRNA, 



7342 



® 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45737 

jC-gmfl02220079f07al 

BLASTX 

g3024020 

324 

5.0e-43 

105 
83 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45738 

jC-gmf 10222007 9g09al 

BLASTX 

g857395 

146 

4.0e-09 

89 

54 

(D50869) mitotic cyclin a2-type [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45739 

j C-gmf 1 0 2 2 2 0 0 7 9gl 2dl 

BLASTX 

g3377819 

155 

2.0e-10 

46 

61 

(AF076275) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45740 

jC-gmfl02220080b02dl 

BLASTX 

gl297050 

202 

8.0e-16 

47 

70 

(X90558) C-terminal processing protease of the Dl protein 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45741 

jC-gmfl02220080e03al 

BLASTX 

g3540199 

397 

7.0e-39 

99 

73 

(AC004260) Putative monosaccharide transport protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



45742 

jC-gmfl02220080g04al 
BLASTX 



7343 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244818 
270 

4.0e-24 

88 

67 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
45743 

jC-gmfl02220080h!0al 

BLAST N 

gl236948 

79 

5.0e-37 

123 
91 

Glycine max lipoxygenase L-5 (vlxB) mRNA, complete cds 
45744 

jC-gmfl02220081c07dl 

BLASTX 

g3335359 

307 

4.0e-28 

91 

65 

(AC003028) unknown protein [Arabidopsis thaliana] 
45745 

jC-gmfl02220081d01dl 

BLASTX 

gl845561 

241 

2.0e-20 

74 

61 

(D89432) cytochrome P450 [Glycyrrhiza echinata] 
45746 

jC-gmfl02220081d04al 

BLASTX 

g3785980 

218 

1.0e-17 

139 

38 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
45747 

jC-gmfl02220081fllal 

BLASTX 

g4191789 

530 

3.0e-54 

131 

85 

(AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 



7344 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45748 

jC-gmfl02220081gl0dl 

BLASTX 

g3885334 

169 

7.0e-12 

39 
82 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45749 

jC-gmfl02220081h02al 

BLASTX 

g3402672 

507 

1.0e-51 
136 

(AC004697) putative white protein [Arabidopsis thaliana] 
45750 

jC-gmfl02220081h06al 

BLASTX 

g2244797 

253 

1.0e-21 

101 

50 

(Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 45751 

Seq. ID jC-gmfl02220081hllal 

Method BLASTX 

NCBI GI gl237086 

BLAST score 166 

E value 2.0e-17 

Match length 81 

% identity 65 

NCBI Description (X967 66) ADP-glucose pyrophosphorylase [Pisum sativum] 

Seq. No. 45752 

Seq. ID jC-gmfl02220082g03dl 

Method BLASTX 

NCBI GI g4432846 

BLAST score 386 

E value 2.0e-37 

Match length 103 

% identity 72 

NCBI Description (AC006283) unknown protein [Arabidopsis thaliana] 

Seq. No. 45753 

Seq. ID jC-gmfl02220083clldl 

Method BLASTX 

NCBI GI g4490309 

BLAST score 37 9 



7345 



E value 2.0e~36 

Match length 101 

% identity 72 

NCBI Description (AL035678) peroxidase ATP17a-like protein [Arabidopsis 
thaliana] 

Seq. No. 45754 

Seq. ID jC-gmfl02220084alldl 

Method BLASTX 

NCBI GI g3445209 

BLAST score 303 

E value 1.0e-27 

Match length 75 

% identity 71 

NCBI Description (AC004786) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 

Seq. No. 45755 

Seq. ID jC-gmfl02220084b02al 

Method BLASTX 

NCBI GI g2499553 

BLAST score 397 

E value 1.0e-38 

Match length 102 

% identity 72 



NCBI Description CRYPTOCHROME 1 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 

>gi_629524_pir S39058 probable deoxyribodipyrimidine 

photo-lyase (EC 4.1.99.3) - Arabidopsis thaliana 
>gi_442529_bbs_139743 (S66907) flavin-type blue-light 
photoreceptor, HY4=DNA photolyase/tropomyosin A homolog 
[Arabidopsis thaliana, ecotype Columbia, Peptide, 681 aa] 
[Arabidopsis thaliana] 

45756 

jC-gmfl02220084clldl 
BLASTX 
gl076334 
175 

2.0e~12 
50 
60 

hypothetical protein HYP1 - Arabidopsis thaliana 
>gi_499168_emb_CAA56145_ (X79707) HYP1 [Arabidopsis 
thaliana] 



Seq. No. 45757 

Seq. ID jC-gmfl02220084d03al 

Method BLASTX 

NCBI GI g2213590 

BLAST score 334 

E value 3.0e-31 

Match length 128 

% identity 50 

NCBI Description (AC000348) T7N9.10 [Arabidopsis thaliana] 

Seq. No. 45758 

Seq. ID jC-gmf!02220085d01al 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7346 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3850588 

422 

9.0e-42 

102 

75 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45759 

jC-gmfl02220085g09al 

BLASTX 

g4558666 

327 

2.0e-30 

157 

38 

(AC007063) putative Na/H antiporter isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45760 

jC-gmfl02220085glOdl 

BLASTX 

gl771162 

205 

2.0e-16 

49 

78 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ00637 9) subtilisin-like 
protease [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45761 

jC-gmfl02220085h07al 

BLASTX 

gll74718 

146 

3.0e-09 

122 

21 

PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 

>gi_32257 9_pir JQ1674 receptor protein kinase TMK1 

2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45762 

jC-gmfl02220086a06al 

BLASTN 

gl808591 

64 

1.0e-27 

172 
84 

C.arietinum mRNA for 



SAM-synthetase 



7347 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45763 

jC-gmfl02220086a07dl 

BLASTX 

g2935342 

265 

3.0e-23 

56 

84 

(AF044216) steroid 22-alpha-hydroxylase; 
[Arabidopsis thaliana] 



DWF4; CYP90B1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45764 

jC-gmfl02220086b04al 

BLASTX 

g3367520 

428 

3.0e-42 

155 

54 

(AC004392) Similar to protein kinase APK1A, 
tyrosine-serine-threonine kinase gb_D12522 from A. 
thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45765 

jC-gmfl02220086c06dl 

BLASTN 

g3452136 

239 

1.0e-132 

255 

99 

Glycine max mRNA for glucose- 6-phosphate-dehydrogenase, 
partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45766 

jC-gmfl02220086d01al 

BLASTX 

g3367576 

154 

1.0e-10 

52 

58 

(AL031135) NAM / CUC2 



-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45767 

jC-gmf 10222008 6d08dl 

BLASTX 

gl946358 

186 

3.0e-14 

43 
72 

(U93215) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



45768 

jC-gmfl02220086f06al 
BLASTX 



7348 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g2668744 
162 

2.0e-ll 

39 
79 

(AF034946) 



ubiquitin conjugating enzyme [Zea mays] 



45769 

jC-gmfl02220086flOdl 

BLASTN' 

g3033373 

44 

1.0e-15 

92 

87 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

45770 

jC-gmfl02220088b03al 

BLASTN 

g2769671 

186 

1.0e-100 

496 

89 

Glycine max alternative oxidase (Aox2) mRNA, nuclear gene 
encoding mitochondrial protein, complete cds 

45771 

jC-gmfl02220088e05al 

BLASTN 

gll22324 

244 

1.0e-135 

408 

90 

P. sativum mRNA for SecA protein 
45772 

jC-gmfl02220088f02al 

BLASTX 

gl707007 

261 

1.0e-22 

125 

9 

(U78721) hypothetical protein [Arabidopsis thaliana] 
45773 

jC-gmfl02220089dllal 

BLASTX 

g2501516 

143 

5.0e-09 

63 

43 



7349 



NCBI Description 



SYNTAXIN BINDING PROTEIN 2 (UNC-18 HOMOLOG 2) (UNC-18B) 
(UNC18-2) >gi_2143861_pir_A57022 Muncl8-2 - rat 
>gi 1022681 (U20283) Muncl8-2 [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45774 

jC-gmfl02220089e09al 

BLASTX 

g2275211 

177 

7.0e-13 

39 

85 

(AC002337) RNA helicase isolog [Arabidopsis thaliana] 
45775 

jC-gmfl02220089flldl 

BLASTX 

g629849 

221 

5.0e-18 

100 
49 

pectate lyase (EC 4.2.2.2) - maize >gi_405535 (L20140) 
homology with pectate lyase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



45776 

jC-gmfl02220089g07al 

BLASTX 

g2245378 

408 

5.0e-40 

118 

65 

(U83245) auxin response 



factor 1 [Arabidopsis thaliana] 



45777 

jC-gmf!02220090c02dl 

BLASTX 

g2569940 

207 

3.0e-16 

145 

35 

(Y15194) GRS protein [Arabidopsis thaliana] 
45778 

jC-gmf!02220090d0 6al 

BLASTX 

g3643608 

249 

3.0e-21 

68 

66 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
45779 

jC-gmfl02220090f05al 



7350 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g!262439 

373 

0.0e+00 

429 

97 

Glycine max lipoxygenase 
45780 

jC-gmfl0222G090fllal 

BLASTX 

g4220535 

498 

2.0e-50 
121 
83 

(AL035356) 
thaliana] 



(vlxC) mRNA, complete cds 



clathrin coat assembly like protein [Arabidopsis 



45781 

jC-gmfl02220090fl2al 

BLASTX 

g2500542 

396 

2.0e-38 

141 

51 

PUTATIVE ATP-DEPENDENT RNA HELICASE YMR128W 

>gi_1078577_pir S53058 probable membrane protein YMR128w 

yeast (Saccharomyces cerevisiae) >gi_728 667_emb_CAA88553__ 
(Z48622) unknown [Saccharomyces cerevisiae] 

45782 

jC~gmfl02220090g04al 

BLASTX 

gl786142 

254 

8.0e-22 
149 
33 

(AB000455) PEThy;ZPT4- 



1 [Petunia x hybrida] 



45783 

jC-gmfl02220091alldl 

BLASTX 

g4335729 

164 

3.0e-ll 

117 

6 

(AC006248) putative salt-inducible protein [Arabidopsis 
thaliana] 

45784 

jC-gmfl02220091b05al 

BLASTX 

g2642443 



7351 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177 

5.0e-13 

60 
58 

(AC002391) putative cytochrome P450 [Arabidopsis thaliana] 



45785 

jC-gmfl02220091c09dl 

BLASTN 

gl69056 

33 

4.0e-09 

89 

84 

P. sativum carbonic anhydrase mRNA, 



complete cds 



45786 

jC-gmfl02220091f09dl 

BLASTX 

g4539662 

140 

1.0e-08 

49 

55 

(AF061282) polyprotein [Sorghum bicolor] 
45787 

jC-gmfl02220091g02dl 

BLASTX 

g2459424 

334 

3.0e-31 

121 
60 

(AC002332) unknown protein [Arabidopsis thaliana] 
45788 

jC-gmfl02220091h02dl 

BLASTX 

gl350512 

145 

5.0e-09 

112 

29 

(L47671) embryo-abundant protein [Picea glauca] 
45789 

jC-gmfl02220092b05dl 

BLASTX 

g4056506 

150 

2.0e-09 

87 

43 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 



Seq. No. 



45790 



7352 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmfl02220092dllal 

BLASTX 

g3927838 

142 

9.0e-09 

70 
49 

(AC005727) unknown protein [Arabidopsis thaliana] 
45791 

jC-gmfl02220092e06dl 

BLASTX 

g4469008 

176 

1.0e-12 

95 

39 

(AL035602) UDP rhamnose — anthocyanidin-3-glucoside 
rhamnosyltransferase-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45792 

jC-gmfl02220092fllal 

BLASTX 

g3559816 

520 

6.0e-53 

144 

76 

(Y15782) transketolase 



2 [Capsicum annuum] 



45793 

jC-gmfl02220092g01dl 

BLASTN 

g2765092 

102 

4.0e-50 

262 
85 

Glycine max mRNA for cytochrome P450-like protein, clone 
CP9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



45794 

jC-gmfl02220093e06al 

BLASTN 

gl786114 

213 

1.0e-116 

402 
88 

Vigna unguiculata phosphoinositide-specif ic phospholipase C 
mRNA, complete cds 

45795 

jC-gmf!02220094d02al 

BLASTN 

gl262439 

447 



7353 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

447 

100 

Glycine max lipoxygenase (vlxC) 



mRNA, complete cds 



45796 

jC-gmfl02220094f03al 

BLASTX 

g2828296 

557 

2.0e-57 

146 

46 

(AL021687) RNase L inhibitor [Arabidopsis thaliana] 
45797 

jC-gmfl02220096dlOal 

BLASTX 

g4218011 

635 

2.0e-66 

148 

82 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD154 91_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

45798 

jC-gmfl02220097d02al 

BLASTX 

g3080389 

219 

9.0e-18 

112 

52 

(AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 

45799 

jC-gmfl02220097dl0al 

BLASTX 

g3522943 

425 

6.0e-42 

128 
32 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 
45800 

jC-gmfl02220097f03al 

BLASTX 

g4102600 

267 

3.0e-23 

76 

75 

(AF0134 67) ARF6 [Arabidopsis thaliana] 



7354 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45801 

jC-gmfl02220097f06al 

BLASTX 

g2102691 

146 

4.0e-09 

75 

43 

(U64817) fructokinase [Lycopersicon esculentum] 
45802 

jC-gmfl02220097g03dl 

BLAST N 

gll42620 

148 

1.0e-77 

236 

91 

Phaseolus vulgaris phaseolin G-box binding protein PG2 
(PG2) mRNA, partial cds 

45803 

jC-gmfl02220097g05al 

BLASTX 

gl800147 

208 

2.0e-16 

82 

60 

(U83655) membrane associated protein [Arabidopsis thaliana] 
45804 

jC-ginfl02220098a07dl 

BLASTN 

gl332578 

40 

3.0e-13 

74 

13 

P.sylvestris mRNA for polyubiquitin 
45805 

jC-gmfl02220098f02dl 

BLASTX 

g4467139 

176 

1.0e-12 

57 
63 

(AL035540) putative protein phosphatase-2c [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



45806 

jC-gmfl02220098g04dl 

BLASTX 

g3080389 
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BLAST score 
E value 
Match length 
% identity 
NCB1 Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



240 

3.0e-20 

64 

73 

(AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 



45807 

jC-gmf!02220100c08al 

BLASTX 

g3335372 

238 

4.0e-20 

103 

44 

(AC003028) putative SRG1 protein 



[Arabidopsis thaliana] 



45808 

jC-gmfl02220101a08al 

BLASTX 

g886130 

200 

1.0e-15 

52 
67 

(U28148) putative pectinesterase [Medicago sativa] 
45809 

jC-gmfl02220101b09al 

BLASTX 

g3892045 

236 

8.0e-20 

52 

87 

(AC002330) putative zinc finger protein [Arabidopsis 
thaliana] 

45810 

jC-gmfl02220101blldl 

BLASTN 

g3334662 

387 

0.0e+00 

391 

100 

G.max mRNA for putative cytochrome P450, clone CP4 
45811 

jC-gmfl02220101cl0al 

BLASTX 

g4006831 

264 

5.0e-23 

138 

35 

(AC005970) putative reverse transcriptase [Arabidopsis 



7356 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
45812 

jC-gmfl02220101f08al 

BLASTX 

gl684851 

145 

4.0e-09 

75 

44 

(U77935) DnaJ-like protein [Phaseolus vulgaris] 
45813 

jC-gmfl02220102a01al 

BLASTN 

g4159706 

36 

1.0e-10 

127 

86 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MGL6, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



45814 

jC-gmfl02220102e04al 

BLASTX 

g3367596 

345 

2.0e-32 

95 

69 

(AL031135) putative protein 



[Arabidopsis thaliana] 



45815 

jC-gmfl02220102fl2al 

BLASTX 

g4115386 

261 

1.0e-22 

105 

58 

(AC005967) unknown protein [Arabidopsis thaliana] 
45816 

jC-gmfl02220103blldl 

BLASTX 

g4115357 

157 

2.0e-10 

62 

42 

(AC005957) hypothetical protein [Arabidopsis thaliana] 
45817 

jC-gmfl02220103c04al 

BLASTX 

gl946368 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



180 

6.0e-21 

109 

47 

(U93215) 



unknown protein [Arabidopsis thaliana] 



45818 

jC-gmfl02220103d04al 

BLASTX 

g3913366 

363 

7.0e-35 

113 

70 

PUTATIVE RECEPTOR PROTEIN KINASE CRINKLY4 PRECURSOR 
>gi_1597723 (U67422) CRINKLY4 precursor [Zea mays] 

45819 

jC-gmfl02220103d08al 

BLASTX 

g4510401 

555 

4.0e-57 

139 

71 

(AC006587) putative general negative regulator of 
transcription [Arabidopsis thaliana] 

45820 

jC-gmfl02220103e09al 

BLASTX 

g3559805 

370 

2.0e-35 

76 

83 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



45821 

jC-gmfl02220103g04al 

BLASTX 

g2829910 

429 

2.0e-42 
110 
33 

(AC002291) 
chromosome 



Unknown protein, contains regulator of 
condensation motifs [Arabidopsis thaliana] 



45822 

jC-gmfl02220103g07al 

BLASTX 

g4512663 

193 

8.0e-15 

122 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



15 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4544470_gb_AAD22377.1_AC00 6580_9 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 

45823 

jC-gmfl02220103h07al 

BLAST N 

g3293030 

34 

1.0e-09 

66 

88 

Ricinus communis mRNA for amino acid carrier 



45824 

jC-gmfl02220104d07dl 

BLASTN 

gl69920 

82 

3.0e-38 

159 
91 

Soybean auxin-regulated protein 



(Aux28) mRNA, complete cds 



45825 

jC-gmfl02220104h06dl 

BLASTX 

g3367596 

195 

7.0e-15 

69 

46 

(AL031135) putative protein [Arabidopsis thaliana} 
45826 

jC-gmfl02220106a02al 

BLASTX 

g2494143 

535 

7.0e-55 

132 

73 

(AC00232 9) Mlo-like protein [Arabidopsis thaliana] 
45827 

jC-gmfl02220106f04al 

BLASTX 

g4097587 

221 

6.0e-18 

64 

58 

(U64926) NTGP5 [Nicotiana tabacum] 
45828 

jC-gmf 10222010 6g02al 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4559356 

333 

3.0e-31 

110 
13 

(AC006585) 



hypothetical protein [Arabidopsis thaliana] 



45829 

jC-gmfl02220106h02al 

BLASTN 

g516853 

231 

1.0e-127 

307 

29 

Soybean SUBI-2 gene for ubiquitin, complete cds 
45830 

jC-gmfl02220108b03dl 

BLASTN 

g!575724 

41 

6.0e-14 

193 

88 

Glycine max 14-3-3 related protein SGF14A mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45831 

jC-gmfl02220108bl0al 

BLASTX 

g!621467 

553 

9.0e-72 

164 

81 

(U73106) laccase [Liriodendron tulipifera] 



45832 

jC-gmfl02220108bllal 

BLASTX 

g2330649 

238 

2.0e-30 

157 

37 

( Y14558 ) topoisomerase 



I [Pisum sativum] 



45833 

jC-gmfl02220108c01al 

BLASTX 

g3859602 

293 

8.0e-27 

80 

64 



7360 




NCBI Description (AF104 919) contains similarity to human 

DHHC-domain-containing cysteine-rich protein (GB:U90653) 
and several S. cerevisiae probable membrane proteins 
(GB:U20865, Z48758, U43491) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45834 

jC-gmfl02220108c05al 

BLASTN 

g945086 

47 

2.0e-17 

59 
95 

Glycine max transcription factor TFIIB mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45835 

jC-gmfl02220108clOal 

BLASTN 

g2924653 

49 

2.0e-18 

57 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDA7, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45836 

jC-gmfl02220108d02al 

BLASTX 

g3063455 

263 

8.0e-25 

124 

55 

(AC003981) F22013.17 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45837 

jC-gmfl02220108g06al 

BLASTX 

g2191150 

290 

1.0e-26 

73 

46 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45838 

jC-gmfl02220112e!2al 

BLASTX 

gl052973 

213 

4.0e-17 

54 

80 

( U37 8 38 ) f ructokinase 



[Beta vulgaris] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45839 

jC-gmfl02220112fl2dl 

BLASTX 

gl345933 

155 

2.0e-10 

51 
59 

CITRATE SYNTHASE, GLYOXYSOMAL PRECURSOR (GCS) 

>gi_1084323_pir S53007 citrate synthase - cucurbit 

>gi_975633_dbj_BAA07328_ (D38132) glyoxysomal citrate 
synthase [Cucurbita sp.] 



Seq. No. 45840 

Seq. ID jC-gmfl02220112hl2al 

Method BLASTX 

NCBI GI g2213594 

BLAST score 290 

E value 5.0e-26 

Match length 97 

% identity 49 

NCBI Description (AC000348) T7N9.14 [Arabidopsis thaliana] 

Seq. No. 45841 

Seq. ID jC-gmfl02220114a03al 

Method BLASTX 

NCBI GI g3193327 

BLAST score 241 

E value 1.0e-20 

Match length 82 

% identity 57 

NCBI Description (AF069299) No definition line found [Arabidopsis thaliana] 

Seq. No. 45842 

Seq. ID jC-gmfl02220114c02al 

Method BLASTX 

NCBI GI g2804278 

BLAST score 508 

E value 1.0e-51 

Match length 140 

% identity 69 

NCBI Description (AB003516) squalene epoxidase [Panax ginseng] 

Seq. No. 45843 

Seq. ID jC-gmfl02220114c04al 

Method BLASTX 

NCBI GI g2244918 

BLAST score 143 

E value 8.0e-09 

Match length 57 

% identity 49 

NCBI Description (Z97339) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 45844 

Seq. ID jC-gmfl02220114d04al 

Method BLASTX 

NCBI GI g3894385 



7362 



© 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



259 

2.0e-22 

157 

5 

(AF053994) Hcr2-0A [Lycopersicon esculentum] 



Seq. No. 45845 

Seq. ID jC-ginfl02220114f06dl 

Method BLASTX 

NCBI GI g2398531 

BLAST score 306 

E value 7.0e-28 

Match length 82 

% identity 77 

NCBI Description (Y13726) Transcription factor [Arabidopsis thaliana] 

Seq. No. 45846 

Seq. ID jC~gmfl02220114h09dl 

Method BLASTX 

NCBI GI g4262222 

BLAST score 203 

E value 6. Oe-16 

Match length 91 

% identity 33 

NCBI Description (AC006200) putative RNA helicase A, 3 f partial [Arabidopsis 
thaliana] 

Seq. No. 45847 

Seq. ID jC-gmfl02220115a03al 

Method BLASTX 

NCBI GI g3075398 

BLAST score 321 

E value 4.0e-30 

Match length 89 

% identity 65 

NCBI Description (AC004484) unknown protein [Arabidopsis thaliana] 

Seq. No. 45848 

Seq. ID jC-gmfl02220115b02al 

Method BLASTN 

NCBI GI g3452136 

BLAST score 239 

E value 1.0e-132 

Match length 255 

% identity 99 

NCBI Description Glycine max mRNA for glucose-6-phosphate-dehydrogenase, 
partial 

Seq. No. 45849 

Seq. ID jC-gmfl02220115bllal 

Method BLASTX 

NCBI GI gl345132 

BLAST score 638 

E value 7.0e-67 

Match length 134 

% identity 17 

NCBI Description (U47029) E RECTA [Arabidopsis thaliana] 



7363 



>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, E RECTA [Arabidopsis thaliana] 



Seq. No. 


45850 


Seq. ID 


jC-gmfl02220115c01al 


Method 


dt aonpv 

DJ_i/iO 1 A 


ls.tr'TaT ot 
JNUJdI VjI 


gz jyzuii 


BLAST score 


z4 1 


£j Value 


J. Uc z u 


Match length 


oy 


-s identity 


£9 
oz 


NCBI Description 


vDO,34ZOj pnopnoiipiu nyui opei uxiuc y±uLaLuiuiic 




peroxictase liKe protein [opmacia oieraceaj 


Seq. No. 


45851 


beq. 1JJ 


j u ginxiuzzzu xi oyuzai 


Method 


JDIjAo 1 A 


NCBI GI 




BLAST score 


jyz 


E value 


o . ue-ob 


Match length 


109 


% identity 


"3 *3 


NCBI Description 


(AuUUUo4oy i/JNy.iz [AraDiuopsis unaiianaj 


Seq. No. 


45852 


Seq. ID 


jC-gmfl02220115g09al 


Method 


BLASTN 


NCBI GI 


g4 lUZoO 


BLAST score 


104 


E value 


o . ue— ol 


Match length 


188 


% identity 


89 


NCBI Description 


risuin sativum rno iras reiaueoj bir DinQing protein mr\iN.rt.j 




complete cds 


Seq. No. 


45853 


Seq. ID 


jo-gitirlUzzzUizaDU Jai 


Metnoa 


nj T\o rp V 

bliAo i A 


NCBI GI 


g39z783o 


BLAbi score 


1 A Q 
14 0 


E value 


2 . Oe-09 


Match length 


50 


% identity 


oz 


NCBI Description 


(ACuub/z/) unJcnown protein LAraoiaopsis tnaiianaj 


Seq. No. 


45854 


beq. id 


A C—rrm-Pl H999m ORoH/lal 

j u giririuzzzu lzoeu^ai 


Method 


BLASTX 


NCBI GI 


g3482967 


BLAST score 


269 


E value 


7.0e-24 


Match length 


62 


% identity 


82 


NCBI Description 


(AL031369) Protein phosphatase 2C-like protein [Arabidop; 




thaliana] >gi_4559345_gb_AAD23006 . 1_AC006585_1 (AC006585 




protein phosphatase 2C [Arabidopsis thaliana] 



7364 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45855 

jC-gmfl02220125e07al 

BLASTX 

g4454039 

149 

9.0e-10 

90 
32 

(AL035394) 
thaliana] 



putative Na+/H+-exchanging protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



45856 

jC-gmfl02220125f07dl 

BLASTX 

g4512671 

165 

1.0e-ll 

46 

70 

(AC006931) unknown protein [Arabidopsis thaliana] 
45857 

jC-gmfl02220125hl0dl 

BLASTX 

g3201635 

147 

1.0e-09 

37 

78 

(AC004 669) hypothetical protein [Arabidopsis thaliana] 
45858 

jC-gmfl02220126g06al 

BLASTX 

gl350677 

176 

2.0e-13 

58 

62 

60S RIBOSOMAL PROTEIN L19 
45859 

jC-gmfl02220127b04dl 

BLASTX 

g4415929 

174 

2.0e-12 

88 
36 

(AC006418) hypothetical protein [Arabidopsis thaliana] 
45860 

jC-gmfl02220127e04dl 

BLASTX 

g266567 

205 



7365 



E value 
Match length 
% identity 
NCBI Description 



4.0e-16 

58 

67 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) (UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 

>gi_421956_pir S23558 mitochondrial processing peptidase 

(EC 3,4.99.41) alpha chain precursor - potato 
>gi_21493_emb_CAA46990_ (X66284) mitochondrial processing 
peptidase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45861 

jC-gmfl02220127e09al 

BLASTX 

g2894607 

153 

3.0e-10 

53 

51 

(AL021889) NAM (no apical meristem) 
[Arabidopsis thaliana] 



- like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45862 

jC-gmfl02220127el0dl 

BLASTX 

g480314 

156 

2.0e-10 

52 

58 

UDP rhamnose — anthocyanidin-3-glucoside 
rhamnosyltransf erase - garden petunia (fragment) 
>gi_397567_emb_CAA81057_ (Z25802) UDP rhamnose: 
anthocyanidin-3-glucoside rhamnosyltransf erase [Petunia x 
hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45863 

jC-gmfl02220127h05dl 

BLASTX 

gl652057 

167 

2.0e-ll 

54 

59 

(D90902) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45864 

jC-gmfl02220130dlOal 

BLASTN 

g!69974 

164 

3.0e-87 

304 
88 

Glycine max vspA gene, complete cds 



Seq. No. 
Seq. ID 



45865 

jC-gmfl02220130fllal 



7366 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl663545 

157 

2.0e-10 

71 

46 

(U55807) disease resistance protein homolog [Glycine max] 
45866 

jC-gmfl02220130h09al 

BLASTX 

g3402697 

647 

8.0e-68 

174 

72 

(AC004261) putative phosphatidylinositol-4-phosphate 
5-kinase [Arabidopsis thaliana] 

45867 

jC-gmfl02220130h09dl 

BLASTX 

g3894201 

155 

3.0e-10 

33 

85 

(AC005662) phosphatidylinositol-4-phosphate-5-kinase, 5 T 
partial [Arabidopsis thaliana] 

45868 

jC-gmfl02220131a09dl 

BLASTX 

g3738325 

198 

3.0e-15 

75 

61 

(AC005170) 
thaliana] 



putative CaMB-channel protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



45869 

jC-gmfl02220131b01dl 

BLASTN 

g758643 

175 

1.0e-93 

247 

93 

P. sativum mRNA for nucleoside diphosphate kinase II 
45870 

jC-gmfl02220131b04dl 

BLASTX 

g459009 

187 

3.0e-14 



7367 



Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 
43 

(U00037) similar to multifunctional aminoacyl-tRNA 
synthetase, especially to the prolyl-tRNA synthetase region 
[Caenorhabditis elegans] 

45871 

jC-gmfl02220131el2al 

BLASTX 

g4567279 

166 

2.0e-ll 

166 
31 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45872 

jC-gmfl02220131g03dl 

BLASTX 

g4140026 

245 

9.0e-21 

78 

59 

(AB009370) 
mungo] 



flavonoid 3-0-galactosyl transferase [Vigna 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45873 

jC-gmfl02220131h02dl 
BLASTX 
g!12564 
161 

2.0e-ll 

51 
61 

beta-glucosidase {EC 3 
>gi_2 4 92 62_bbs_l 01989 
[Manihot esculenta=cassava, Cranz, 
[Manihot esculenta] 



2.1.21) - cassava 

S35175) linamarase=beta-glucosidase 
Peptide, 531 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



45874 

jC-gmfl02220132aa09al 

BLASTX 

g2654868 

178 

6.0e-13 

57 

74 

(AF015301) RbohApl08 [Arabidopsis thaliana] 
45875 

jC-gmfl02220132af04al 

BLASTX 

g3776581 

392 

5.0e-38 



7368 



Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109 
70 

(AC005388) Similar to Beta integral membrane protein 
homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana] 

45876 

jC-gmfl02220132ahl2al 

BLASTX 

g2642433 

165 

2.0e-ll 

139 

36 

(AC002391) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45877 

jC-gmfl02220133f08al 

BLASTX 

g833835 

293 

2.0e-26 

109 

54 

(U26025) amygdalin hydrolase isoform AH I precursor 
serotina] 



[Prunus 



Seq. No. 


45878 


Seq. ID 


jC-gmfl02220136d03dl 


Method 


BLASTN 


NCBI GI 


g3885514 


BLAST score 


121 


E value 


2.0e-61 


Match length 


268 


% identity 


87 


NCBI Description 


Medicago sativa clone MS56 


Seq. No. 


45879 


Seq. ID 


jC-gmfl02220136g06al 


Method 


BLASTX 


NCBI GI 


gl916290 


BLAST score 


172 


E value 


3.0e-12 


Match length 


77 


% identity 


47 


NCBI Description 


(U8987 6) ALY [Mus musculus] 


Seq. No. 


45880 


Seq. ID 


jC-gmfl02220138al0al 


Method 


BLASTX 


NCBI GI 


g3258569 


BLAST score 


207 


E value 


2.0e-16 


Match length 


51 


% identity 


73 


NCBI Description 


(U89959) Similar to yeast g 



transcription subunit 1 [Arabidopsis thaliana] 



7369 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45881 

jC-gmfl02220138b02dl 

BLASTN 

gl732362 

45 

4.0e-16 

97 

87 

Malus domestica pAFD103 mRNA, partial cds 



45882 

jC-gmfl02220138b03dl 

BLASTX 

g4376203 

275 

3.0e-24 

99 

51 

(U35226) putative cytochrome P-450 
plumbaginifolia] 



[Nicotiana 



45883 

jC-gmfl02220138c06al 

BLASTX 

g399356 

249 

3.0e-21 

124 

47 

PSEUDOURI DYLATE SYNTHASE 3 (PSEUDOURIDINE SYNTHASE 3) 

(DEPRESSED GROWTH- RATE PROTEIN DEG1) >gi__82981_pir S14145 

depressed growth-rate protein DEG1 - yeast (Saccharomyces 
cerevisiae) >gi_836755_dbj_BAA09239__ (D50617) depressed 
growth-rate protein [Saccharomyces cerevisiae] 
>gi_870819_dbj_BAA08034_ (D44600) DEPRESSED GROWTH-RATE 
PROTEIN DEG1 [Saccharomyces cerevisiae] 

45884 

jC-gmfl02220138d06al 

BLASTN 

g456567 

76 

1.0e-34 

202 
87 

Pisum sativum ubiquitin conjugating enzyme 
cds 



(UBC4), complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45885 

jC-gmfl02220138e04al 

BLASTN 

gl8761 

312 

1.0e-175 

376 

96 



7370 



NCBI Description 



Soybean stem mRNA for 31 kD glycoprotein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45886 

jC-gmfl02220138ellal 

BLASTX 

g3341443 

201 

5.0e-16 

73 
58 

(AJ223074) acid phosphatase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45887 

jC-gmfl02220138f04dl 

BLASTX 

g3258569 

179 

3.0e-13 

58 

62 

(U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45888 

jC-gmfl02220138g01dl 

BLASTX 

g2583123 

160 

5.0e-ll 
51 
59 

(AC002387) 
thaliana] 



putative nucleotide sugar epimerase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45889 

jC-gmfl02220138g08al 

BLASTX 

g3947733 

233 

3.0e-19 

132 
41 

(AJ009719) NL25 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45890 

jC-gmfl02220139bllal 

BLASTX 

g2116552 

164 

1.0e-17 

111 

43 

(AB000113) cationic amino acid transporter 3 
norvegicus] 



[Rattus 



Seq. No. 
Seq. ID 



45891 

jC-gmfl02220139fllal 



7371 



€1 





DUAvJ J- LN 


NCBI GI 


g556835 


BLAST score 


122 


Hj vaiue 




LYlaLCXl ItrllLJLil 




% identity 


Q Q 


lnuox uesciiptioii 


IT • VUlUalliJ iLLIMNrt. J_vji ^1UJ-±±±11 


oeq. JNO . 


4 Rft Q9 


cq/v t n 

OSCJ- J-U 


-lP-rrmf 1 099901 ^Qalldl 


lYie LiiOu. 


oljrlo 1 A. 


NCBI GI 


g629592 


BLAST score 


290 


Hi ValUc 


D • Uc 0 


IVT^a "I - /™iV* 1 arm 1 T*i 

naLCu lengtn 


19 9 


% identity 


/I Q 

4 y 


NCBI Description 


nyponne ticai protein rape 


beq. no. 




oeq. Lu 




Method. 


JDliiiO 1 IN 


JNUdI bl 


rt A Ql 1 1 Q 

g4 y / ny 


BLAST score 


1J4 


E value 


2.0e-69 


Match length 


234 


% identity 


89 


NCBI Description 


Pi sum sativum monodehydroasc< 




cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45894 

jC-gmf!02220141a01dl 

BLASTN 

g2961335 

34 

1.0e-09 

58 

90 

Arabidopsis thaliana DNA chromosome 4, 
{ESSAII project) 



BAC clone F1N20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45895 

jC-gmfl02220141e06dl 

BLASTX 

g3608133 

155 

3.0e-10 

42 

64 

(AC005314) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



45896 

jC-gmfl02220142a03dl 

BLASTN 

g2149954 

43 

4.0e-15 
79 



7372 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

Phaseolus vulgaris putative aquaporin-1 (Mip-1) mRNA, 
complete cds 

45897 

jC-gmfl02220142b06al 

BLASTX 

g3176660 

246 

4.0e-21 

102 

48 

(AC004393) Similar to ERECTA receptor protein kinase 
gb U47029 from A. thaliana. [Arabidopsis thaliana] 

45898 

jC-gmfl02220142c03dl 

BLASTX 

g548746 

159 

6.0e-ll 

39 
79 

SOS RIBOSOMAL PROTEIN L12, CHLOROPLAST PRECURSOR (CL12) 

>gi_478604_pir S21111 ribosomal protein L12 precursor, 

chloroplast - wood tobacco >gi_248303_bbs_93167 (S93166) 
ribosomal protein L12, CL12 [Nicotiana sylvestris=tobacco, 
leaf, Peptide Chloroplast, 186 aa] [Nicotiana sylvestris] 

45899 

jC-gmfl02220142d01dl 

BLASTX 

g633890 

325 

3.0e-30 
111 
60 

(S72926) 
vulgare] 



glucose and ribitol dehydrogenase homolog [Hordeum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45900 

jC-gmfl02220142f03dl 

BLASTN 

g56539 

103 

8.0e-51 

284 
100 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



45901 

jC-gmfl02220142fl0dl 

BLASTX 

g2146731 

239 



7373 



E value 
Match length 
% identity 
NCBI Description 



2.0e-20 

86 
20 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U49453) rofl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45902 

jC-gmfl02220142gl2al 

BLASTX 

g2961352 

221 

5.0e-18 

94 
47 

(AL022140) putative protein [Arabidopsis thaliana] 
45903 

jC-gmfl02220143al2al 

BLASTN 

gl4311 

40 

2.0e-13 

67 

97 

G.max chloroplast gene rpsl9 and flanking regions 
45904 

jC-gmfl02220143bl2dl 

BLASTX 

g2347208 

157 

2.0e-10 

94 

33 

(AC002338) APG protein isolog [Arabidopsis thaliana] 
45905 

jC-gmfl02220143c08dl 

BLASTX 

g3335359 

411 

4.0e-40 

94 

82 

(AC003028) unknown protein [Arabidopsis thaliana] 
45906 

jC-gmfl02220143d01dl 

BLASTN 

gl69980 

217 

1.0e-118 

386 

93 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 



Seq. No. 



45907 



7374 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



jC-gmfl02220143dl2dl 

BLASTX 

g4432844 

194 

9.0e-15 
79 
43 

(AC006283) 



unknown protein [Arabidopsis thaliana] 



45908 

jC-gmfl02220143e09dl 

BLASTX 

g4234955 

200 

2.0e-15 

59 

63 

(AF098971) NBS-LRR-like protein cD8 [Phaseolus vulgaris] 



45909 

jC-gmfl02220144a02al 

BLASTN 

gll73641 

257 

1.0e-142 

511 
96 

Glycine max lipoxygenase (lox7] 



mRNA, complete cds 



45910 

jC-gmfl02220144a07al 

BLASTX 

g2335096 

368 

4.0e-35 

170 

51 

(AC002339) hypothetical protein [Arabidopsis thaliana] 
45911 

jC-gmfl02220144b03al 

BLASTN 

g348717 

241 

1.0e-133 

481 
88 

Medicago truncatula protochlorophyllide reductase homolgue 
protein mRNA, complete cds 

45912 

jC-gmfl02220144f01al 

BLASTX 

g3337351 

192 

2.0e-14 

96 



7375 



% identity , . 

NCBI Description (AC004481) hypothetical protein [Arabidopsis thalxana] 

Seq. No. 45913 

Seq. ID jC-gmfl02220145d09al 

Method BLASTX 

NCBI GI g23524 92 

BLAST score 166 

E value 4.0e-12 

Match length 55 

% identity 51 

NCBI Description (AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45914 

jC-gmfl02220145ellal 

BLASTX 

g2244996 

501 

9.0e-51 

159 
65 

(Z97341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45915 

jC-gmfl02220146el2al 

BLASTN 

g517257 

70 

7.0e-31 

118 

90 

Z.mays MNBla mRNA for DNA-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45916 

jC-gmfl02220148a04al 

BLASTX 

g3915039 

324 

5.0e-30 

112 

58 

SUGAR CARRIER PROTEIN C >gi_ 
protein [Ricinus communis] 



169718 (L08196) sugar carrier 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45917 

jC-gmfl02220148b07al 

BLASTX 

g2760326 

230 

4.0e-19 

124 
31 

(AC002130) F1N21.11 [Arabidopsis thaliana] 



7376 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45918 

jC-gmfl02220148b09al 

BLASTN 

gl663548 

74 

2.0e-33 

142 

88 

Glycine max clone RLG6 disease resistance protein homo log 
gene, partial cds 



Seq. No. 


45919 


Seq. ID 


jC-gmf 10222 014 o rUoal 


Method 


BLASTX 


NCBI GI 


g3176874 


BLAST score 


282 


E value 


4.0e-25 


Match length 


117 


% identity 


52 


NCBI Description 


(AF065639) cucumisin-like £ 




thaliana] 


Seq. No. 


45920 


Seq. ID 


jC-gmfl02220148g04al 


Mpthod 


BLASTX 


NCBI GI 


g730456 


BLAST score 


171 


E value 


1.0e-12 


Match length 


44 


% identity 


70 


NCBI Description 


40S RIBOSOMAL PROTEIN S19 


Seq. No. 


45921 


Seq. ID 


jC-gmf 10222014 8g06al 


Method 


BLASTN 


NCBI GI 


g2661020 


BLAST score 


266 


E value 


1.0e-148 


Match length 


306 


% identity 


97 


NCBI Description 


Glycine max catalase (cat4 


Seq. No. 


45922 


Seq. ID 


jC-gmle01810002a!2dl 


Method 


BLASTN 


NCBI GI 


gl711035 


BLAST score 


71 


E value 


1.0e-31 


Match length 


105 


% identity 


96 


NCBI Description 


Pisum sativum hydroxyproli: 




mRNA, partial cds 


Seq. No. 


45923 


Seq. ID 


jC-gmle01810002g02al 


Method 


BLASTX 


NCBI GI 


g3128174 



[Arabidopsis 



mRNA, complete cds 



7377 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147 

1.0e-09 

48 

65 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
45924 

jC-gmle01810003d02al 

BLASTN 

gl326160 

58 

5.0e-24 

168 

95 

Phaseolus vulgaris dehydrin mRNA, complete cds 



45925 

jC-gmle01810004a02al 

BLASTX 

gl082359 

110 

1.0e-10 

95 

43 

excision repair protein ERCC5 - human >gi_ 
excision repair protein [Homo sapiens] 



306742 (L20046) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45926 

jC-gmle01810004a05dl 

BLASTN 

g3452136 

239 

1.0e-132 

255 

99 

Glycine max mRNA for glucose-6-phosphate-dehydrogenase, 
partial 

45927 

jC-gmle01810004a08al 

BLASTX 

gl28284 

153 

5.0e-10 

126 

35 

PYRUVATE-FLAVODOXIN OXIDOREDUCTASE >gi_4382 l_emb_CAA31665_ 
(X13303) nifJ protein (AA 1-1171) [Klebsiella pneumoniae] 

45928 

jC-gmle01810004b03al 

BLASTX 

g309673 

424 

6.0e-42 

104 

84 



7378 



NCBI Description (L19651) light harvesting protein [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45929 

jC-gmle01810004c05al 

BLASTN 

gl61207 

182 

8.0e-98 

314 
89 

P.polycephalum act in (Ppa35) mRNA, complete cds 
45930 

jC-gmle01810004c08dl 

BLASTN 

g2052028 

100 

2.0e-49 

120 

95 

G.max mRNA for glutathione transferase 



45931 

jC-gmle01810004cl2al 

BLASTX 

g4107343 

354 

1.0e-33 

101 

71 

(AJ224 922) ATP citrate lyase 



[Sordaria macrospora] 



45932 

jC-gmle01810004cl2dl 

BLASTX 

g4107343 

195 

4.0e-15 

54 
74 

(AJ224922) ATP citrate lyase [Sordaria macrospora] 
45933 

jC-gmle01810004d09al 

BLASTN 

g3452136 

214 

1.0e-117 

230 
99 

Glycine max mRNA for glucose- 6-phosphate-dehydrogenase, 
partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



45934 

jC-gmle01810004e08dl 

BLASTX 

gll5813 



7379 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178 

3.0e-13 

51 

73 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB-8) >gi_19182_emb_CAA33330__ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

45935 

jC-gmle01810004e!2al 

BLASTX 

g4249386 

327 

3.0e-54 
134 

81 , 
(AC005966) Strong similarity to gb_AF061286 gamma-adapt m 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45936 

jC-gmle01810004h07dl 

BLASTX 

g2760331 

224 

2.0e-18 

129 

34 

(AC002130) F1N21.16 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45937 

jC-gmle01810005allal 

BLASTX 

gl345837 

505 

2.0e-51 

129 
71 

PHYTOENE 
(U03903) 



DEHYDROGENASE (PHYTOENE DESATURASE) >gi_433145 
phytoene dehydrogenase [Cercospora nicotianae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45938 

jC-gmle01810005alldl 

BLASTX 

g2505955 

174 

2.0e-12 

51 

67 

(Y15007) phytoene desaturase [Phaffia rhodozyma] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



45939 

jC-gmle01810005el2al 

BLASTX 

g3176671 

274 

3.0e-24 



7380 



Match length 

% identity 

NCBI Description 



85 
64 



(AC004393) Contains similarity to hypothetical gene B04 95.7 
gb_687822 from C. elegans cosmid gb_U21317. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



45940 

jC-gmle01810005gl0al 

BLASTX 

g2244831 

237 

6.0e-20 

116 

50 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
45941 

jC-gmle01810005hllal 

BLASTN 

g984307 

233 

1.0e-128 
323 

95 , 
Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 

45942 

jC-gmle01810006a07al 

BLASTX 

g3033389 

162 

6.0e-ll 

112 

7 

(AC004238) Cf-2.1-like protein [Arabidopsis thaliana] 
45943 

jC-gmle01810006b02dl 

BLASTX 

gl652892 

210 

1.0e-16 

107 

42 

(D90909) ABC transporter [Synechocystis sp.] 
45944 

jC-gmle01810006bllal 

BLASTX 

g3935168 

346 

9.0e-33 
94 



7381 



% identity 68 

NCBI Description (AC004557) F17L21.11 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



45945 

jC-gmle01810006c05dl 

BLASTX 

g4490317 

233 

2.0e-19 

95 

52 

(AL035678) putative protein [Arabidopsis thaliana] 
45946 

jC-gmle01810006ellal 

BLASTN 

gl053215 

401 

0.0e+00 

409 

100 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

45947 

jC-gmle01810006f06al 

BLASTX 

g3758890 

365 

2.0e-43 

166 

38 

(Y14317) catalase/peroxidase [Streptomyces reticuli] 
45948 

jC-gmle01810006h09dl 

BLAS,TX 

g488434 

163 

2.0e-ll 

46 

70 

(U06259) catalase [Mycobacterium tuberculosis] 
45949 

jC-gmle01810007b02al 

BLASTN 

g4406529 

187 

1.0e-101 

415 

87 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

45950 

jC-gmle01810007b06al 



7382 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

gl055367 

476 

0.0e+00 

480 

100 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

45951 

jC-gmle01810008b06dl 

BLASTX 

g4432851 

259 

2.0e-22 

71 

54 

(AC006300) hypothetical protein [Arabidopsis thaliana] 
>gi_4567239_gb_AAD23653.1_AC007070_2 (AC00707O* 
hypothetical protein [Arabidopsis thaliana] 

45952 

jC-gmle01810008bl0dl 

BLASTN 

gl850543 

99 

2.0e-48 

151 

96 

Alternaria alternata hsp70 mRNA, partial cds 
45953 

jC-gmle01810008e03dl 

BLASTX 

gl710055 

226 

7.0e-19 

84 

48 

RDS1 PROTEIN >gi_1363621_pir S58477 rdsl protein - fission 

yeast (Schizosaccharomyces pombe) >gi_1184029_emb_CAA54544_ 
(X77328) rdsl [Schizosaccharomyces pombe] 

45954 

jC-gmle01810009a01al 

BLASTN 

g3435305 

43 

7.0e»15 

99 

86 

Medicago sativa glycolate oxidase mRNA, partial cds 
45955 

jC-gmle01810009a04dl 

BLASTX 

g951449 



7383 



BLAST score 180 

E value 3.0e-13 

Match length 56 

% identity 57 

NCBI Description {L46681) aspartic protease precursor [Lycopersicon 
esculentum] 

Seq. No. 45956 

Seq. ID jC-gmle01810009b03al 

Method BLASTX 

NCBI GI g3695019 

BLAST score 237 

E value 8.0e-20 

Match length 97 

% identity 51 

NCBI Description (AF055848) subtilisin-like protease [Arabidopsis thaliana] 

Seq. No. 45957 

Seq. ID jC-gmle01810009c07al 

Method BLASTX 

NCBI GI g3242720 

BLAST score 178 

E value 3.0e-13 

Match length 71 

% identity 46 

NCBI Description (AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 

Seq. No. 45958 

Seq. ID jC-gmle01810009cllal 

Method BLASTX 

NCBI GI g4455276 

BLAST score 245 

E value 7.0e-21 

Match length 78 

% identity 65 

NCBI Description (AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 

Seq. No. 45959 

Seq. ID jC-gmle01810009cl2al 

Method BLASTX 

NCBI GI g3281870 

BLAST score 192 

E value 1.0e-14 

Match length 124 

% identity 31 

NCBI Description (AL031004) putative protein [Arabidopsis thaliana] 

Seq. No. 45960 

Seq. ID jC-gmle01810009e!2al 

Method BLASTX 

NCBI GI g2832680 

BLAST score 190 

E value 2.0e-14 

Match length 52 

% identity 47 



7384 



NCBI Description (AL021712) putative protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45961 

jC-gmle01810009h07al 

BLASTX 

g3123310 

187 

3.0e-14 

61 

59 

PUTATIVE FLAVOPROTE I N C26F1.14C 
45962 

jC-gmle01810010blldl 

BLASTX 

g4097880 

269 

5.0e-24 

65 

83 

(U70866) polyprotein [Bean pod mottle virus] 
45963 

jC-gmle01810010bl2al 

BLASTX 

g729443 

281 

5.0e-25 

104 

25 

PROBABLE PROTEIN DISULFIDE I SOME RASE P5 PRECURSOR 

>gi_1094 64_pir S19656 protein disulf ide-isomerase homolog 

P5 precursor - golden hamster >gi_4 9645_emb_CAA44550_ 
(X62678) P5 [Mesocricetus auratus] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45964 

jC-gmle01810010el0al 

BLASTX 

g2160138 

184 

1.0e-13 

107 
19 

(AC000375) No definition line 



found [Arabidopsis thaliana] 



45965 

jC-gmle01810010h04al 

BLASTX 

g2190540 

256 

4.0e-22 

80 
60 

(AC001229) Similar to Arabidopsis TFL1 
[Arabidopsis thaliana] 



(gb_U77674) . 



Seq. No. 



45966 



7385 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmle01810010hlldl 

BLASTN 

g984307 

200 

1.0e-109 

272 

93 

Glycine max ribosomal protein SI 6 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 
component (psal), ORF 202 protein (ORF 203), ORE* 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45967 

jC-gmle01810011a02dl 

BLASTX 

g2194117 

171 

4.0e-12 

49 
63 

(AC002062) Strong similarity to Arabidopsis receptor 
protein kinase PR5K (gb_ATU48698) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45968 

jC-gmle01810011b08al 

BLASTX 

g3393062 

305 

8.0e-28 

72 

74 

(Y17386) putative In2.1 protein [Triticum aestivum] 
45969 

jC-gmle01810011c04al 

BLASTX 

g2126641 

148 

3.0e-09 

146 

32 

polysaccharide synthase homolog - Streptococcus pneumoniae 

>gi_1586509_prf 2204223E cellubiuronic acid synthase 

[Streptococcus pneumoniae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45970 

jC-gmle01810011e01al 

BLASTN 

gl61207 

265 

1.0e-147 

449 

90 

P.polycephalum act in (Ppa35) 



mRNA, complete cds 



Seq. No. 



45971 



7386 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmle01810011e02dl 

BLASTX 

g3292823 

156 

3.0e-10 
53 
62 

(AL031018) 



-putative protein [Arabidopsis thaliana] 



45972 

jC-gmle01810011g08al 

BLASTX 

g20729 

478 

4.0e-48 

113 

86 

(X15190) precursor (AA -68 to 337) 



[Pisum sativum] 



45973 

jC-gmle01810011glOal 

BLASTN 

g986966 

290 

1.0e-162 

294 
100 

Glycine max TGACG-motif binding factor (STF2) mRNA, 
complete cds 

45974 

jC-gmle01810011h06al 

BLASTN 

g496493 

116 

2.0e-58 

266 

89 

P. sativum (Rosakrone) mRNA for nonphosphorylating, 
NADP-specific, glyceraldehyde-3-phosphate dehydrogenase 

45975 

jC-gmle01810011h09al 

BLASTN 

g56539 

75 

4.0e-34 

251 

92 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



45976 

jC-gmle01810012g03dl 

BLASTX 

g418854 



7387 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



492 

1.0e-49 

98 
18 

ubiquitin precursor - parsley >gi__288112_emb_CAA45621_ 
(X64344) polyubiquitin [Petroselinum crispum] 
>gi_288114_emb_CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45977 

jC-gmle01810013bl0dl 

BLASTX 

g2494144 

189 

3.0e-14 

72 

16 

(AC002329) predicted leucine-rich protein [Arabidopsis 
thaliana] 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



45978 

jC-gmle01810013dlldl 

BLASTX 

g2129575 

189 

3.0e-14 

53 
72 

DNA repair protein homolog XPBara 



Arabidopsis thaliana 



45979 

jC-gmle01810013g01al 

BLASTX 

g3023267 

292 

3.0e-26 

146 

43 

ALPHA-GLUCOSIDASE PRECURSOR (MALTASE) 
>gi_2645160_dbj__BAA23616_ (D45356) alpha-glucosidase 
[Aspergillus niger] 

45980 

jC-gmle01810015al2dl 

BLASTX 

g3864 

471 

2.0e-47 

109 

78 

(X56259) lysine— tRNA ligase [Saccharomyces cerevisiae] 
45981 

jC-gmle01810015e02dl 

BLASTX 

g3776557 

232 



7388 



® 



1.0e-19 

87 
47 

(AC005388) Contains similarity to gi__2924495 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 

Seq. No. 45982 

Seq. ID jC-gmle01810015e07dl 

Method BLASTX 

NCBI GI g2335096 

BLAST score 142 

E value 1.0e-08 

Match length 40 

% identity 65 

NCBI Description (AC002339) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 45983 

Seq. ID jC-gmle01810015gl2dl 

Method BLASTX 

NCBI GI g3075393 

BLAST score 14 8 

E value 2.0e-09 

Match length 4 9 

% identity 59 

NCBI Description (AC004484) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 45984 

Seq. ID jC-gmle01810017c06a2 

Method BLASTN 

NCBI GI g473216 

BLAST score 48 

E value 2.0e-18 

Match length 64 

% identity 94 

NCBI Description P. sativum (little marvel) HSC71.0 mRNA 

Seq. No. 45985 

Seq. ID jC-gmle01810017d03a2 

Method BLASTX 

NCBI GI g3128174 

BLAST score 141 

E value 5.0e-09 

Match length 63 

% identity 63 

NCBI Description (AC004521) hypothetical protein [Arabidopsis thaliana] 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 45986 

Seq. ID jC-gmle01810018d04a2 

Method BLASTX 

NCBI GI g3193293 

BLAST score 163 

E value 4.0e-ll 

Match length 161 

% identity 33 

NCBI Description (AF069298) contains a short region of similarity to anc 
Arabidopsis hypothetical protein F19K23.8 (GB:AC000375) 



7389 




[Arabidopsis thaliana] 



Seq. No. 


45987 


Seq. ID 


j C-gmle 0 1 8 1 0 u 1 y cU 4az 


Method 


BLASTX 


NCBI GI 


g4262186 


BLAST score 


529 


E value 


4 . Oe-54 


Match length 


131 


% identity 


73 


NCBI Description 


(AC005508) Highly similar to cullin 3 [Arabidops; 




thaliana] 


Seq. No. 


45988 


Seq. ID 


jC-gmle01810019d02a2 


Method 


BLASTN 


NCBI GI 


gioZolou 


BLAST score 




E value 


6 . Oe-15 


Match length 


157 


% identity 


90 


NCBI Description 


Phaseolus vulgaris dehydrin mRNA, complete cds 


Seq. No. 


45989 


Seq. ID 


jC-gmle01810019e08a2 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


310 


E value 


1.0e-174 


Match length 


389 


% identity 


95 


NCBI Description 


Glycine max ribulose-1, 5-bisphosphate carboxylas 




subunit mRNA, complete cds 


Seq. No. 


45990 


Seq. ID 


jC-gmle01810019gl0a2 


Method 


BLASTX 


NCBI GI 


g479413 


BLAST score 


354 


E value 


3.0e-66 


Match length 


150 


% identity 


86 


NCBI Description 


myosin-like protein - Arabidopsis thaliana 


Seq. No. 


45991 


Seq. ID 


jC-gmle01810019h04a2 


Method 


BLASTN 


NCBI GI 


g!235570 


BLAST score 


166 


E value 


2.0e-88 


Match length 


278 


% identity 


90 


NCBI Description 


P.anserina sul2 gene 


Seq. No. 


45992 


Seq. ID 


jC-gmle01810020bllal 


Method 


BLASTX 



7390 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2897875 
391 

8.0e-38 

163 

47 

(U90274) histone acetyltransf erase HAT B [Zea mays] 



45993 

jC-gmle01810020d07al 

BLASTX 

g3025189 

263 

6.0e-42 

147 

60 

HYPOTHETICAL 67.1 KD PROTEIN SLL1770 
>gi_1652753_dbj_BAA17672_ (D90908) ABCl-like 
sp.] 



[Synechocystis 



Seq. No. 
Seq. ID 
Method 



45994 

jC-giale01810020e03dl 

BLASTX 

gll5813 

197 

2.0e-15 

50 

78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

45995 

jC-gmle01810020g07al 

BLASTX 

g82080 

506 

2.0e-51 

100 

91 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

45996 

jC-gmle01810021a09al 

BLASTX 

g2465923 

190 

6.0e-18 

107 

30 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

45997 

jC-gmle01810021clldl 
BLASTN 



7391 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g2739045 
78 

7.0e~36 

190 

85 

Glycine max polyphosphoinositide binding protein Ssh2p 
(SSH2) mRNA, complete cds 

45998 

jC-gmle01810021e07al 

BLASTX 

g4102839 

249 

3.0e-21 

117 

46 

(AF016713) LeOPTl [Lycopersicon esculentum] 
45999 

jC-gmle01810021f03al 

BLASTX 

g3894197 

328 

2.0e-30 

79 

72 

(AC005662) hypothetical protein [Arabidopsis thaliana] 
46000 

jC-gmle01810022a09al 

BLASTX 

g4406530 

519 

8.0e-53 

145 

74 

(AF126870) rubisco activase [Vigna radiata] 
46001 

jC-gmle01810022b03al 

BLASTX 

gl839578 

398 

9.0e-39 

123 

61 

vacuolar invertase 1, GIN1 



Sultana, berries, Peptide, 
46002 

jC-gmle01810022g05dl 

BLASTX 

g2197048 

207 

3.0e-16 

95 
45 



[Vitis vinif era^grape berries, 
642 aa] 



7392 



NCBI Description (AF001032) amino acid permease [Neurospora crassa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46003 

jC-gmle01810023b02al 

BLASTN 

g20892 

98 

1.0e-47 

150 

92 

Pea U2 snRNA (clone pPSU2.1) 
46004 

jC-gmle01810023g04al 

BLASTX 

g3006179 

373 

9.0e-36 

149 

50 

(AL022304) putative long-chain-fatty-acid — coa ligase 
[Schizosaccharomyces pombe] 

46005 

jC-gmle01810024a03al 

BLASTX 

g4115938 

299 

1.0e-32 

117 

67 

(AF118223) contains similarity several bacterial 
glutathione-regulated potassium efflux system proteins 
[Arabidopsis thaliana] 

46006 

jC-gmle01810024a07dl 

BLASTX 

g4469019 

322 

9.0e-30 

110 

64 

(AL035602) putative protein [Arabidopsis thaliana] 



46007 

jC-gmle01810024b03al 

BLASTX 

g4006922 

192 

6.0e-15 

69 

60 

(Z99708) cytochrome P450 like protein 
thaliana] 



[Arabidopsis 



Seq. No. 



46008 



7393 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmle01810024d01al 

BLASTX 

g4263790 

213 

2.0e-17 

92 
52 

(AC006068) putative ch-TOG protein [Arabidopsis thaliana] 
46009 

jC-gmle01810024hlOal 

BLASTX 

g416760 

380 

1.0e-36 

134 

54 

CELL DIVISION CONTROL PROTEIN 11 >gi_482158_pir S40911 

cell division control protein CDC11 - yeast (Saccharomyces 
cerevisiae) >gi_295594 (L16550) cell division cycle protein 
[Saccharomyces cerevisiae] >gi_1015762_emb_CAA89604_ 
(Z49576) ORF YJR076c [Saccharomyces cerevisiae] >gi_1019697 
(L47993) ORF YJR076c [Saccharomyces cerevisiae] 

46010 

jC-gmle01810025a04dl 

BLASTN 

g2661022 

313 

1.0e-176 

388 

100 

Glycine max catalase (cat5) mRNA, partial cds 
46011 

jC-gmle01810025b06dl 

BLASTX 

g4115536 

285 

2.0e-25 

90 

59 

(AB012115) UDP-glycose:flavonoid glycosyltransf erase [Vigna 
mungo ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



46012 

jC-gmle01810025c01al 

BLASTN 

gl326160 

59 

2.0e-24 

161 
95 

Phaseolus vulgaris dehydrin mRNA, 
46013 

jC-gmle01810025flOdl 



complete cds 



7394 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTN 

g4185595 

81 

2.0e-37 

165 

88 

Pisum sativum mRNA for precursor for 23-kDa protein of 
photosystem II, complete cds 

46014 

jC-gmle0181002 6al0al 

BLASTN 

gl055367 

144 

2.0e-75 

172 

96 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

46015 

jC-gmle01810026al2dl 

BLASTN 

g3378649 

35 

4.0e-10 

75 
87 

M.sativa mRNA translated from abscisic activated gene 
46016 

jC-gmle01810026d03dl 

BLASTX 

g4567095 

222 

3.0e-18 

53 
74 

(AF129516) fertilization-independent endosperm protein 
[Arabidopsis thaliana] 

46017 

jC-gmle01810026h07al 

BLASTX 

g3608144 

328 

1.0e-30 

85 

73 

(AC005314) unknown protein [Arabidopsis thaliana] 
46018 

jC-gmle01810027a03dl 

BLASTN 

g2738999 

193 

1.0e-104 



7395 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298 
91 

Glycine max cytochrome P450 monooxygenase CYP71D10p 
(CYP71D10) mRNA, complete cds 

46019 

jC-gmle01810027a04dl 

BLASTX 

g3451075 

275 

2.0e-24 

124 

49 

(AL031326) putative protein [Arabidopsis thaliana] 
46020 

jC-gmle01810027b03al 

BLASTN 

gl9156 

32 

5.0e-09 

72 

86 

L.esculentum mRNA for 33kDa precursor protein of 
oxygen-evolving complex 

46021 

jC-gmle01810028a02dl 

BLASTX 

gl40372 

160 

4.0e-ll 

84 
40 

HYPOTHETICAL 86.0 KD PROTEIN IN GLK1-SR09 INTERGENIC REGION 

>gi_83159_pir S19367 hypothetical protein YCL039w - yeast 

(Saccharomyces cerevisiae) 

46022 

jC-gmle01810028b09al 

BLASTX 

g548771 

526 

9.0e-54 

135 

71 

60S RIBOSOMAL PROTEIN L3-2 >gi_101073_pir S25592 ribosomal 

protein L3 - fission yeast (Schizosaccharomyces pombe) 
>gi_5059_emb_CAA40901_ (X57734) ribosomal protein L3 
[Schizosaccharomyces pombe] 

46023 

jC-gmle01810028c09dl 

BLASTX 

g2239089 

166 

1.0e-ll 



7396 



Match length 74 
% identity 41 

NCBI Description (Z84386) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_328 8 18 0_emb_CABl 14 66_ (Z98758) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



1JC4. LNO. 


A cno A 
4 oU^4 


oc^ * J- u 


ju-gmxeuxo xuu2oaU4ax 


lYietnoa 


BLAbTX 


1NU.DX taX 


goUoU4oo 


Dijrio 1 £>core 


1 A ^ 


TT" tt3 1 no 
j-j v cij_ u.t; 




Match length 


71 


% identity 


46 


l\j^.dx inscription 


(AL022605) putative protein [Arabidopsis thaliana] 


beq. wo. 


a f r\ 0 it 

4 6025 


oeq. ID 


3C-gmle01810028dllal 


Method 


BLASTX 


NCBI GI 


gl946367 


BLAST score 


251 


E value 


2 . Ue-21 


Match length 


124 


% identity 


41 


nlbi Description 


(U93215) unknown protein [Arabidopsis thaliana] 


Seq. No. 


46026 


beq. XD 


jC-ginle01810028g04dl 


Method 


BLASTN 


NOnI GI 


g303852 


DXiAbi score 


45 


E value 


z . ue— lo 


Match length 


57 


% identity 


95 


iNuiix Description 


Rice mRNA for ribosomal protein L3, complete cds 


beq. No. 


46027 


ocq. iu 


HC-gmle01810028gllal 


Method 


BLASTX 


NCBI GI 


g4335735 


BLAST score 


421 


£i VdlUS 


O Aa yt 1 

i . ue-4 1 


Ma f 1 onrrfh 


1 A A 
X4 4 


% identitv 




NCBI Description 


(AC006248) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


46028 


Seq. ID 


jC-gmle01810029a04al 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


362 


E value 


0.0e+00 


Match length 


449 


% identity 


95 


NCBI Description 


Glycine max ribulose-1, 5-bisphosphate carboxylase small 




subunit mRNA, complete cds 



7397 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46029 

jC-gmle01810029c01al 

BLASTX 

g3925277 

307 

5.0e-28 

128 
47 

(AL032643) similar to Uncharacterized protein family 
UPF0034, Double-stranded RNA binding motif; cDNA EST 
yk489b3.5 comes from this gene; cDNA EST yk439g7.5 comes 
from this gene [Caenorhabditis elegans] 

46030 

jC-gmle01810029e08dl 

BLASTX 

g2651310 

180 

3.0e-13 

70 
53 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 



Seq. No. 46031 

Seq. ID jC-gmle01810029elOdl 

Method BLASTX 

NCBI GI g3033377 

BLAST score 188 

E value 4.0e-14 

Match length 70 

% identity 50 

NCBI Description (AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 

Seq. No. 46032 

Seq. ID jC-gmle01810029f01al 

Method BLASTX 

NCBI GI g3785995 

BLAST score 4 95 

E value 4.0e-50 

Match length 156 

% identity 64 

NCBI Description (AC005499) unknown protein [Arabidopsis thaliana] 

Seq. No. 46033 

Seq. ID jC-gmle01810029hl0dl 

Method BLASTX 

NCBI GI g231660 

BLAST score 125 

E value 2.0e-15 

Match length 131 

% identity 4 6 

NCBI Description HYPOTHETICAL 226 KD PROTEIN (ORF 1901) 

Seq. No. 46034 



7398 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



jC-gmle01810029hl2dl 

BLASTX 

g3005931 

405 

3.0e-46 

137 

38 

(AJ005016) ABC transporter [Homo sapiens] 
46035 

jC-gmle01810030a02a2 

BLASTX 

g2492964 

531 

2.0e-54 

141 

72 

PHOSPHO-2-DEHYDRO-3-DEOXYHEPTONATE ALDOLASE, 

TYROS INE-INHIBITED (PHOSPHO-2-KETO-3-DEOXYHEPTONATE 

ALDOLASE) (DAHP SYNTHETASE) 

{ 3-DEOXY-D-ARABINO-HEPTULOSONATE 7 -PHOSPHATE SYNTHASE) 
>gi_1854641 (U53216) 

3-deoxy-D-arabinoheptulosonate-7-phosphate synthase 
[Candida albicans] 

46036 

jC-gmle01810030a04a2 

BLASTX 

g3023999 

421 

2.0e-41 

131 
63 

ISOCITRATE DEHYDROGENASE (NADP) , MITOCHONDRIAL PRECURSOR 
(OXALOSUCCINATE DECARBOXYLASE) (IDH) (NADP+-SPECIFIC ICDH) 
(IDP) >gi_1778636_dbj__BAA19073_ (AB000261) NADP-dependent 
isocitrate dehydrogenase precursor [Aspergillus niger] 
>gi_1778638_dbj_BAA19074_ (AB000262) NADP-dependent 
isocitrate dehydrogenase precursor [Aspergillus niger] 

46037 

jC-gmle01810030alOa2 

BLASTX 

g3881976 

186 

8.0e-26 

107 

55 

(AJ012409) hypothetical protein 



[Homo sapiens] 



46038 

jC-gmle01810030c07a2 

BLASTX 

g3152594 

334 

1.0e-31 

80 



7399 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



11 

(AC002986) Contains repeats similar to RECA protein 
gb__L26100 from Acinetobacter calcoaceticus . [Arabidopsis 
thaliana] 

46039 

jC-gmle01810030f06a2 

BLASTN 

g984307 

165 

1.0e-87 

189 

96 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 

46040 

jC-gmle01810030g01dl 

BLASTX 

g2062173 

235 

1.0e-19 

68 
68 

(AC001645) 
thaliana] 



cell division protein FtsH isolog [Arabidopsis 



46041 

jC-gmle01810031b08dl 

BLASTX 

g2055386 

174 

2.0e-12 

108 

42 

(U73681) AlkB [Caulobacter crescentus] 
46042 

jC-gmle01810031c06dl 

BLASTX 

g2146731 

154 

9.0e-ll 

60 
37 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U49453) rofl [Arabidopsis thaliana] 

46043 

jC-gmle01810031d04dl 

BLASTX 

g2191135 

160 

7.0e-ll 



7400 



Match length 55 

% identity 53 

NCBI Description (AF007269) A_IG002N01 . 14 gene product [Arabidopsis 
thaliana] 

Seq. No. 46044 

Seq. ID jC-gmle01810031e03a2 

Method BLASTX 

NCBI GI g2809251 

BLAST score 343 

E value 2.0e-32 

Match length 80 

% identity 78 

NCBI Description (AC002560) F21B7.20 [Arabidopsis thaliana] 

Seq. No. 46045 

Seq. ID jC-gmleO1810O31fO3a2 

Method BLASTX 

NCBI GI g3184188 

BLAST score 321 

E value 1.0e-29 

Match length 105 

% identity 65 

NCBI Description (AB005742) UMP-CMP kinase [Lentinula edodes] 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 46047 

Seq. ID jC-gmle01810032f06a2 

Method BLASTX 

NCBI GI g4263543 

BLAST score 243 

E value 2.0e-20 

Match length 138 

% identity 38 

NCBI Description (AC006250) putative Athila retroelement ORF1 protein 
[Arabidopsis thaliana] 

Seq. No. 46048 

Seq. ID jC-gmle01810033b05a2 

Method BLASTX 

NCBI GI g2104687 

BLAST score 149 

E value 2.0e-09 

Match length 104 

% identity 26 

NCBI Description (X97905) RNA- or ssDNA-binding protein [Vicia faba] 

Seq. No. 46049 



46046 

jC-gmle01810031f03dl 

BLASTX 

g3184188 

195 

7.0e-15 

54 

72 

(AB005742) UMP-CMP kinase [Lentinula edodes] 



7401 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmle01810033e02a2 

BLASTX 

g3096949 

441 

1.0e-43 

172 

49 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46050 

jC-gmle01810033e03a2 

BLASTX 

g2828293 

163 

4.0e-ll 

137 

36 

(AL021687) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46051 

jC-gmle01810033e06a2 

BLASTX 

g3287695 

501 

1.0e-50 
165 
59 

(AC003979) 
gb_1729503 
thaliana] 



Similar to hypothetical protein C34B7.2 
from C. elegans cosmid gb_Z83220. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46052 

jC-gmle01810033g04a2 

BLASTX 

g3600060 

157 

2.0e-10 

167 
33 

(AF080120) contains similarity to protein kinases 
pkinase.hmm, score: 24.94) [Arabidopsis thaliana] 



(Pfam: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46053 

jC-gmle01810033h01a2 

BLASTN 

g3435305 

167 

8.0e-89 

283 

90 

Medicago sativa glycolate oxidase mRNA, partial cds 



Seq. No. 
Seq. ID 
Method 



46054 

jC-gmle01810034b!0a2 
BLASTX 



7402 



NCBI GI 


g3176715 


jDijrioJL score 


Z / 0 


E value 


6.0e-42 


Match length 


129 


% identity 


64 


NCBI Description 


(AC002392) putative receptor-like protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


46055 


Seq. ID 


jC-gmle01810034d07a2 


Method 


BLASTN 


NCBI GI 


g!055367 


DT ACT enAra 

tsLiHo i score 


4 / o 


E value 


0.0e+00 


Match length 


481 


% identity 


100 


NCBI Description 


Glycine max ribulose-1, 5-bisphosphate carboxylase situ 




subunit niRNA, complete cds 


Seq. No. 


46056 


Seq. ID 


jC-gmle01810034hlla2 


Method 


BLASTX 


NCBI GI 


gl783355 


BLAST score 


604 


E value 


9.0e-63 


Match length 


136 


% identity 


79 


NCBI Description 


(Y10421) delta-9 fatty acid desaturase [Cryptococcus 




curvatus] 


Seq. No. 


46057 


Seq. ID 


jC-gmle01810035a07a2 


Method 


BLASTX 




gjouyii / 


BLAST score 


293 


E value 


2.0e-35 


Match length 


157 


% identity 


45 


NCBI Description 


(AF051899) 1,8-cineole synthase [Salvia officinalis] 


Seq. No. 


46058 


Seq. ID 


jC-gmle01810035b02dl 


Method 


BLASTN 






BLAST score 


163 


E value 


1.0e-86 


Match length 


263 


% identity 


90 


NCBI Description 


Soybean ascorbate peroxidase mRNA, complete cds 


Seq. No. 


46059 


Seq. ID 


jC-gmle01810035b08a2 


Method 


BLASTX 


NCBI GI 


gll71978 


BLAST score 


539 


E value 


3.0e-55 


Match length 


145 



7403 



# • 

NCBI^escJiption POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi 304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46060 

jC-ginle01810035c01a2 

BLASTX 

g4490736 

561 

6.0e-58 

126 

87 

(AL035708) putative protein [Arabidopsis thaliana] 



46061 

jC-gmle01810035c04a2 

BLASTN 

g2661020 

84 

6.0e-40 

120 

93 

Glycine max catalase 



(cat 4) mRNA, complete cds 



46062 

jC-gmle01810035d01a2 

BLASTX 

g4204295 

164 

3.0e-ll 

109 
38 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46063 

jC-gmle01810035d07dl 

BLASTN 

g303741 

96 

1.0e-46 

188 
88 

Pea mRNA for GTP-binding protein, complete cds 



Seq. No. 46064 

Seq. ID jC-gmle01810035el2a2 

Method BLASTX 

NCBI GI g3184098 

BLAST score 316 

E value 4.0e-29 

Match length 91 

% identity 63 

NCBI Description (AL023777) coenzyme a synthetase [Schizosaccharomyces 
pombe] 



7404 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46065 

jC-gmle01810035f03a2 

BLASTX 

gl657382 

445 

1.0e-56 

115 
92 

(Y09101) 
sativum] 



cholinephosphate cytidylyltransf erase [Pisum 



Seq. No. 


46066 


Seq. ID 


jO-gmleUlolUUoDrU4az 


Method 


BLASTX 


NCBI GI 


g2599104 


BLAST score 


110 


E value 


3.0e-09 


Match length 


64 


% identity 


53 


NCBI Description 


(AF028833) 60S ribosomal 


Seq. No. 


46067 


Seq. ID 


jC-gmle01810035f04dl 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


207 


E value 


2.0e-16 


Match length 


92 


% identity 


45 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


46068 


Seq. ID 


jC-gmle01810035h08a2 


Method 


BLASTX 


NCBI GI 


g!13954 


BLAST score 


199 


E value 


3.0e-15 


Match length 


133 


% identity 


18 


NCBI Description 


ANNEXIN III (LIPOCORTIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



) (PLACENTAL ANTICOAGULANT 
PROTEIN III) (PAP-III) (35-ALPHA CALCIMEDIN) (INOSITOL 
1,2-CYCLIC PHOSPHATE 2-PHOSPHOHYDROLASE) 

>gi_71765_pir LUHU3 annexin III - human 

>gi_1942126_pdb_lAII_ Annexin Iii Co-Crystallized With 
Inositol-2-Phosphate >gi_178697 (M63310) 
1, 2-cyclic-inositol -phosphate phosphodiesterase [Homo 
sapiens] >gi_307115 (M20560) lipocortin-III [Homo sapiens] 
>gi_410202 (L20591) annexin III [Homo sapiens] 

46069 

jC-gmle01810036b04dl 

BLASTX 

g3695412 

323 

7.0e-30 
102 



7405 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



61 

(AF096373) contains similarity to group 1 glycosyl 
transferases (Pfam: PF00534, E=2.1e-ll) [Arabidopsis 
thaliana] 



46070 

jC-gmle01810036e01dl 

BLASTX 

g!26120 

170 

5.0e-12 

78 
50 

AGGLUTININ ALPHA CHAIN 
agglutinin alpha chain 



(MPA) >gi_81437_pir S15825 

- Osage orange 

>gi_4139497_pdb_lJOT_A Chain A, Structure Of The Lectin Mpa 
Complexed With T-Antigen Disaccharide 

4 6071 

jC-gmle01810036e08dl 

BLASTN 

g2463568 

115 

7.0e-58 

347 

91 

Glycine max mRNA for squalene synthase, complete cds 
46072 

jC-gmle01810036glOa2 

BLASTX 

g586919 

263 

7.0e-23 

114 

43 

YSA1 PROTEIN >gi_1078 606_pir S48276 YSA1 protein - yeast 

(Saccharomyces cerevisiae) >gi_476067_emb_CAA55614_ 
(X78993) hyp. protein [Saccharomyces cerevisiae] 

>gi_5364 66_emb_CAA85068_ (Z35980) ORF YBRlllc 
[Saccharomyces cerevisiae] 

46073 

jC-gmle01810036g!0dl 

BLASTX 

g2398587 

243 

1.0e-20 

75 

59 

(Y11598) MnSOD [Candida sp.] 
46074 

jC-gmle01810037a08a2 

BLASTX 

gl666299 

145 



7406 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-09 

79 

42 

(X92980) RNA-binding protein [Anabaena variabilxs] 
46075 

jC-gmle01810037d01a2 

BLASTN 

g467€14 

162 

7.0e-86 

398 
85 

A.alternata AltA2 mRNA for aldehyde dehydrogenase 
46076 

jC-gmle01810037g06a2 

BLASTX 

g3746059 

211 

2.0e-17 

51 
76 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662__ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

46077 

jC-gmle01810037h08a2 

BLASTX 

g3925779 

190 

3.0e-14 

152 
34 

(AL034353) putative major facilitator family multi-drug 
resistance protein [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



46078 

jC-gmle01810037h09a2 

BLASTX 

g2244987 

250 

9.0e-22 

77 

64 

(Z97340) similarity to protein kinase - slime mold 
(Dictyostelium) [Arabidopsis thaliana] 

46079 

jC-gmle01810038a05dl 

BLASTX 

g3927836 

165 

1.0e-ll 

75 

44 



7407 



NCBI Description 



(AC005727) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46080 

jC-gmle01810040alldl 

BLASTN 

g2463568 

177 

8.0e-95 

432 

92 

Glycine max mRNA for squalene synthase, complete cds 
46081 

jC-gmle01810040e06al 

BLASTN 

g4324966 

155 

6.0e-82 

163 
99 

Glycine max ADP-ribosylation factor mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46082 

jC-gmle01810040e06dl 

BLASTN 

g4324966 

54 

1.0e-21 

169 

82 

Glycine max ADP-ribosylation factor mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46083 

jC-gmle01810040h03al 

BLASTX 

gl723558 

272 

6.0e-24 

110 
54 

HYPOTHETICAL 57.2 KD PROTEIN C12B10.16C IN CHROMOSOME I 
>gi_1262429_emb_CAA94706_ (Z70721) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46084 

jC-gmle01810040h07al 

BLASTX 

gll34882 

301 

2.0e-27 

106 

57 

(Z68291) cysteine protease 



[Pisum sativum] 



Seq. No. 
Seq. ID 
Method 



46085 

jC-gmle01810041al0al 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4097879 
130 

7.0e-67 

339 

85 

Bean pod mottle virus complete segment RNAl polyprotein 
gene, complete cds 

46086 

jC-gmle01810041bllal 

BLASTX 

gll75406 

230 

5.0e-19 

122 
40 

HYPOTHETICAL 65.9 KD PROTEIN C31A2.12 IN CHROMOSOME I 

>gi_2130423_pir S58106 hypothetical protein SPAC31A2.12 

fission yeast {Schizosaccharomyces pombe) 
>gi_914890_emb_CAA90470_ (Z50113) unknown 
[Schizosaccharomyces pombe] 

46087 

jC-gmle0181004tblldl 

BLASTX 

gll75406 

158 

1.0e-10 

133 
34 

HYPOTHETICAL 65.9 KD PROTEIN C31A2.12 IN CHROMOSOME I 

>gi_2130423_pir S58106 hypothetical protein SPAC31A2.12 

fission yeast (Schizosaccharomyces pombe) 
>gi_914890_emb_CAA90470__ (Z50113) unknown 
[Schizosaccharomyces pombe] 

46088 

jC-gmle01810041d08al 

BLASTN 

gl304226 

74 

2.0e-33 

248 

90 

Soybean mRNA for epoxide hydrolase, complete cds 
46089 

jC-gmle01810041el0al 

BLASTX 

g2655098 

238 

5.0e-20 

118 

39 

(AF023472) peptide transporter [Hordeum vulgare] 



Seq. No. 



46090 



7409 



Seq. ID jC-gmle01810041ellal 

Method BLASTX 

NCBI GI g4510348 

BLAST score 255 

E value 4.0e-22 

Match length 111 

% identity 47 

NCBI Description (AC006921) unknown protein [Arabidopsis thaliana] 

Seq. No. 46091 

Seq. ID jC-gmle01810041elldl 

Method BLASTX 

NCBI GI g4510348 

BLAST score 268 

E value 2.0e-23 

Match length 92 

% identity 50 

NCBI Description (AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46092 

jC-gmle01810042a03al 
BLASTX 
gl351714 
238 . 
7.0e-20 
111 
41 

PUTATIVE 
(Z68166) 



TRANSPORTER C11D3.18C >gi_1107907_einb_CAA92319_ 
unknown [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46093 

jC-gmle01810042alldl 

BLASTX 

g!2688 

218 

9.0e-18 

101 

47 

(V00650) URF 1 [Emericella nidulans] 



Seq. No. 46094 

Seq. ID jC-gmle01810042b07dl 

Method BLASTX 

NCBI GI g2827651 

BLAST score 230 

E value 4.0e-19 

Match length 74 

% identity 27 

NCBI Description (AL021637) putative protein [Arabidopsis thaliana] 

Seq. No. 46095 

Seq. ID jC-gmle01810042cllal 

Method BLASTX 

NCBI GI g3193284 

BLAST score 208 

E value 2.0e-16 

Match length 130 



7410 




% identity 


44 


NCBI Description 


(AF069298) No definition line found [Arabidopsis thaliana] 


Seq. No. 


46096 


Seq. ID 


jC-gmle01810042d02dl 


Method 


BLASTN 


NCBI GI 


go491oo 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


132 


% identity 


89 


NCBI Description 


Vigna aconitifolia AIR carboxylase (purE) mRNA, partial cds 


Seq. No. 


46097 


Seq. ID 


jC-gmle01810042d06al 


Method 


BLASTX 


NCBI GI 


g2851658 


BLAST score 


282 


E value 


5 . 0e-25 


Match length 


159 


% identity 


38 


NCBI Description 


HYPOTHETICAL 77.3 KD PROTEIN IN GLNA-RBN INTERGENIC REGION 




>gi_2367323 (AE0004 63) putative glycosidase [Escherichia 




coli] 


Seq. No. 


46098 


Seq. ID 


jC-gmle01810042d09al 


Method 


BLASTX 


NCBI GI 


g3482933 


BLAST score 


562 


E value 


7.0e-58 


Match length 


158 


% identity 


66 


NCBI Description 


(AC003970) Similar to cdc2 protein kinases [Arabidopsis 




thaliana] 


Seq. No. 


46099 


Seq. ID 


jC-gmle01810042dllal 


Method 


BLASTX 


NCBI GI 


g440ooiu 


BLAST score 


255 


E value 


3.0e-22 


Match length 


82 


% identity 


63 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


46100 


Seq. ID 


jC-grale01810042e07al 


Method 


BLASTX 


NCBI GI 


g4455192 


BLAST score 


332 


E value 


5.0e-31 


Match length 


129 


% identity 


29 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


46101 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmle01810Q42fl2dl 

BLASTN 

gl8741 

95 

4.0e-46 

255 

84 

Glycine max gene encoding ribulose-1, 5-bisphosphate 
carboxylase small subunit 

46102 

jC-gmle01810042h09al 

BLASTN 

g4097879 

84 

1.0e-39 

252 
84 

Bean pod mottle virus complete segment RNAl polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46103 

jC-gmle01810043a09al 

BLASTX 

g3264834 

254 

8.0e-22 

152 

41 

(AF072541) xylitol dehydrogenase; 
mastotermitis] 



XDH [Galactocandida 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46104 

jC-gmle01810043bl2dl 

BLASTX 

g2952433 

177 

7.0e-13 

64 

56 

(AF051135) putative ubiquitin activating enzyme El 
[Arabidopsis thaliana] 

46105 

jC-gmleO1810043c09al 

BLASTN 

gl4311 

85 

2.0e-40 

161 

88 

G.max chloroplast gene rps!9 and flanking regions 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



46106 

jC-gmle01810043d02dl 

BLASTX 

g2894606 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



182 

2.0e-13 

61 
72 

(AL021889) putative protein [Arabidopsis thaliana] 
46107 

jC-gmle01810043dlldl 

BLASTX 

g2529682 

276 

2.0e-24 

89 

30 

(AC002535) unknown protein [Arabidopsis thaliana] 
46108 

jC-gmle01810043g02dl 

BLASTX 

g3928085 

379 

1.0e-36 

101 

71 

(AC005770) unknown protein [Arabidopsis thaliana] 
46109 

jC-gmle01810043h04dl 

BLASTX 

g3212863 

200 

2.0e-15 

44 

82 

(AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 

46110 

jC-gmle01810043h06al 

BLASTX 

g541848 

232 

3.0e-19 

104 

43 

amino acid transport protein I - Arabidopsis thaliana 
>gi_22641_emb_CAA47603_ (X67124) amino acid permease I 
[Arabidopsis thaliana] >gi_404019 (L16240) amino acid 
transporter [Arabidopsis thaliana] 

46111 

jC-gmle01810044al2al 

BLASTX 

gl723685 

462 

3.0e-46 
132 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



67 

HYPOTHETICAL 38.3 KD PROTEIN IN RPL16B-PDC6 INTERGENIC 

REGION >gi_2131667_pir S64381 hypothetical protein YGR086c 

- yeast (Saccharomyces cerevisiae) 
>gi_1323125_emb_CAA97 088_ (Z72871) ORF YGR086c 
[Saccharomyces cerevisiae] 

46112 

jC-gmle01810044ellal 

BLASTX 

gl781299 

299 

5.0e-27 

98 
58 

(Y09506) 
tabacum] 



trans former-SR ribonucleoprotein [Nicotiana 



46113 

jC-gmle01810044el2al 

BLASTX 

g3763925 

433 

9.0e-43 

89 
90 

(AC004450) putative AflO-protein [Arabidopsis thaliana] 
46114 

jC-gmle01810044g04dl 

BLASTX 

g2262172 

255 

4.0e-22 

59 

85 

(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 

46115 

j C-gmleO 1 8 1 0 0 4 4 gO 5dl 

BLASTX 

g4038594 

162 

4.0e-ll 

35 
94 

(AJ222798) tDETl protein [Lycopersicon esculentum] 
>gi_4454332_emb_CAA11914_ (AJ224356) tDETl protein 
[Lycopersicon esculentum] 

46116 

jC-gmle01810044h09dl 

BLASTX 

g3860277 

330 

9.0e-31 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 
86 

(AC005824) putative rifoosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

46117 

jC-gmle01810045a04al 

BLASTX 

g4432867 

205 

3.0e-16 
71 
52 

(AC006300) 
thaliana] 



putative dnaJ-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



46118 

jC-gmle01810045alldl 

BLASTX 

gl749486 

370 

1.0e-35 

89 

78 

(D89139) similar to Human electron transfer flavoprotein 
alpha subunit precursor, SWISS-PROT Accession Number P13804 
[Schizosaccharomyces pombe] 

46119 

jC-gmleO1810045cO9al 

BLASTX 

g3540206 

581 

3.0e-60 

133 

73 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 
46120 

jC-gmle01810045c09dl 

BLASTX 

g2642157 

203 

7.0e-16 

67 

52 

(AC003000) ankyrin-like protein [Arabidopsis thaliana] 
46121 

jC-gmle01810045cllal 

BLASTN 

gl69988 

55 

1.0e-22 

99 
89 
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NCBI Description Glycine max NADP-specif ic isocitrate dehydrogenase (idhl) 
mRNA, 3' end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46122 

jC-gmle01810045g07dl 

BLASTX 

g2980790 

167 

1.0e-ll 

43 

67 

(AL022197) hypothetical protein [Arabidopsis thaliana] 
46123 

jC-gmle01810045h02al 

BLASTN 

g20728 

102 

4.0e-50 

293 

89 

Pea chloroplast GAPA mRNA encoding 

glyceraldehyde-3-phosphate dehydrogenase (GAPDH) subunit A 
(EC 1.2.1.13) 

46124 

jC-gmle01810046c01al 

BLASTN 

gl69127 

44 

4.0e-16 

108 

85 

Pisum sativum {clone pCLp) nuclear encoded precursor to 
chloroplast protein mRNA, complete cds 

46125 

jC-gmle0181004 6c09dl 

BLASTX 

g2500139 

156 ~ 

3.0e-10 

68 

49 

PEPTIDE CHAIN RELEASE FACTOR 1 (RF- 
>gi_1653916__dbj_BAA18826_ (D90917) 
factor [Synechocystis sp.] 



peptide chain release 



46126 

jC-gmle0181004 6d03al 

BLASTX 

g2224933 

328 

9.0e-31 

103 

66 

(AF004216) ethylene-insensitive3 [Arabidopsis thaliana] 



7416 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2224935 (AF004217) ethylene-insensitive3 [Arabidopsis 
thaliana] 

46127 

jC-gmle01810046e08dl 

BLASTN 

g2765092 

88 

7.0e-42 

140 

91 

Glycine max mRNA for cytochrome P4 50-like protein, clone 
CP9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46128 

jC-gmle01810046e09al 

BLASTN 

gi055367 

353 

0.0e+00 

384 

99 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

46129 

jC-gmle0181004 6f01al 

BLASTX 

g4467359 

277 

1.0e-24 

90 
66 

(AJ002685) Phosphatidylinositol 4 -kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46130 

jC-gmle01810046f!2al 

BLASTX 

g4512675 

292 

3.0e-41 

115 

73 

(AC006931) putative citrate synthase [Arabidopsis thaliana] 
46131 

jC-gmle01810047allal 

BLASTN 

g3869069 

34 

1.0e-09 

122 

82 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



7417 



Seq. No. 46132 

Seq. ID jC-gmle01810047b01al 

Method BLASTX 

NCBI GI g2245096 

BLAST score 334 

E value 3.0e-31 

Match length 99 

% identity 68 

NCBI Description (Z97343) inositol 2-dehydrogenase homolog [Arabidopsis 
thaliana] 

Seq. No. 46133 

Seq. ID jC-gmle01810047e07dl 

Method BLASTX 

NCBI GI g3522946 

BLAST score 162 

E value 4.0e-ll 

Match length 135 

% identity 33 

NCBI Description (AC004411) putative cytochrome P450 [Arabidopsis thaliana] 

Seq. No. 46134 

Seq. ID jC-gmle01810047e09al 

Method BLASTX 

NCBI GI g4204469 

BLAST score 274 

E value 3.0e-24 

Match length 82 

% identity 67 

NCBI Description (AF090120) cystathionine beta-synthetase; CBS [Fugu 
rubripes] 

Seq. No. 46135 

Seq. ID jC-gmle01810047f03dl 

Method BLASTX 

NCBI GI g400890 

BLAST score 200 

E value 4.0e-16 

Match length 56 

% identity 38 



NCBI Description PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 

46136 

jC-gmle01810048d02dl 
BLASTX 
g3080369 
175 

1.0e-12 
52 
69 

(AL022580) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46137 

jC-gmle01810048e01al 

BLASTX 

g3776005 

384 

4.0e-37 

112 

88 

(AJ010466) RNA helicase [Arabidopsis thaliana] 
46138 

jC-gmle01810048g01dl 

BLASTX 

g3914019 

154 

2.0e-10 

48 

62 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_2305014 
(AF004317) S-adenosyl-L-methionine synthetase homolog [Musa 
acuminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46139 

jC-gmle01810048h02al 

BLASTX 

g2392895 

326 

2.0e-30 

115 

61 

(AF017056) brassinosteroid insensitive 1 [Arabidopsis 
thaliana] 

46140 

jC-gmle01810048h03al 

BLASTX 

g!170681 

397 

1.0e-38 

102 

75 

GALACTOSYLTRANSFERASE ASSOCIATED PROTEIN KINASE P58/GTA 
(CELL DIVISION CYCLE 2-LIKE 1) (CLK-1) (P58 CLK-1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46141 

jC-gmle01810049a!2al 

BLASTX 

g4102839 

174 

1.0e-12 

42 

74 

(AF016713) LeOPTl [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 



46142 

jC-gmle0181004 9bl2al 



7419 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3449321 

33 

5.0e-09 

53 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTG10/ complete sequence [Arabidopsis thaliana] 



PI clone 



46143 

jC-gmle01810049dl2al 

BLASTX 

g4559351 

183 

1.0e-13 

109 

40 

(AC006585) hypothetical protein [Arabidopsis thaliana] 
46144 

jC-gmle01810049f!0al 

BLASTX 

g3063464 

137 

2.0e-17 

58 

81 

(AC003981) F22013.26 [Arabidopsis thaliana] 
46145 

jC-gmle01810050d03al 

BLASTN 

g2293111 

60 

1.0e-25 

144 

86 

V.faba mRNA for potassium channel 
46146 

jC-gmle01810051a06al 

BLASTX 

g2073541 

274 

8.0e-36 

130 
66 

(L19437) transaldolase [Homo sapiens] >gi_2612879 
(AF010400) transaldolase-related protein [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



46147 

jC-gmle01810051b05al 

BLASTX 

g3033392 

257 

3.0e-22 
68 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(AC004238) putative translation initiation factor 
EIF-2B-epsilon subunit [Arabidopsis thaliana] 

46148 

jC~gmle01810051dl2al 

BLASTN 

g984307 

160 

7.0e-85 

262 

92 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 
component (psal) , ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 

46149 

jC-gmle0181QU52a09al 

BLASTX 

g2827649 

180 

4.0e-13 

142 

35 

(AL021637) putative protein [Arabidopsis thaliana] 



46150 

jC-gmle01810052e06al 

BLASTX 

g421955 

340 

7.0e-32 

151 

47 

hypothetical protein 4 



potato transposon Tstl 



>gi_21434_emb_CAA36616_ (X52387) ORF4 [Solanum tuberosum] 
46151 

jC-gmle01810053b02al 

BLASTX 

g4574742 

451 

6.0e-45 

132 
66 

(AF135270) fragmin A [Physarum polycephalum] 
46152 

jC-gmle01810053b03al 

BLASTX 

gl28683 

571 

8.0e-59 

193 

58 



7421 



NCBI Description 



NADH-UBIQUINONE OXIDO^EDUCTASE CHAIN 2 

>gi_83833_pir S02154 NADH dehydrogenase (ubiquinone) (EC 

1.6.5.3) chain 2 - Podospora anserina mitochondrion (SGC3) 
>gi_13297_emb_CAA32646_ (X14485) ND2 (AA 1 - 556) 
[Podospora anserina] >gi_14031_emb_CAA38765_ (X55026) 
NADH-ubiquinone oxidoreductase subunit 2 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46153 

jC-gmle01810053f05al 

BLASTX 

g2440002 

174 

2.0e-12 

162 
25 

(AF003692) 8R-lipoxygenase-allene oxide synthase fusion 
protein [Plexaura homomalla] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46154 

jC-gmle01810053g08al 

BLASTX 

g4455367 

295 

1.0e-26 

144 

48 

(AL035524) putative protein [Arabidopsis thaliana] 
46155 

jC-gmle01810053gl0dl 

BLASTX 

gl32724 

152 

3.0e-10 

46 

63 

SOS RIBOSOMAL PROTEIN L18 >gi_71259_pir R5BS8F ribosomal 

protein L18 - Bacillus stearothermophilus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46156 

jC-gmle01810053h08al 

BLASTX 

g3024689 

246 

6.0e-21 

120 

20 

TRANSCRIPTION INITIATION FACTOR TFIID 100 KD SUBUNIT 
(TAFII-100) (TAFII100) >gi_14 91718_emb_CAA64777_ (X95525) 
hTAFIHOO [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



46157 

jC-gmle01810054b09al 

BLASTX 

g4467095 

141 
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# 



E value 6.0e-09 

Match length 75 

% identity 41 

NCBI Description (AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 46158 

Seq. ID jC-gmle01810054blldl 

Method BLASTN 

NCBI GI gll84120 

BLAST score 73 

E value 7.0e-33 

Match length 153 

% identity 87 

NCBI Description Vigna radiata clone MII-3 auxin-induced protein mRNA, 
complete cds 

Seq. No. 46159 

Seq. ID jC-gmle01810054c08al 

Method BLASTX 

NCBI GI g404690 

BLAST score 138 

E value 7.0e-09 

Match length 50 

% identity 52 

NCBI Description (L19075) cytochrome P450 [Catharanthus roseus] 

Seq. No. 46160 

Seq. ID jC-giule01810054f03al 

Method BLASTX 

NCBI GI g4490297 

BLAST score 206 

E value 3.0e-16 

Match length 123 

% identity 46 

NCBI Description (AL035678) putative protein [Arabidopsis thaliana] 

Seq. No. 46161 

Seq. ID jC-gmle01810054fllal 

Method BLASTX 

NCBI GI g2104683 

BLAST score 257 

E value 2.0e-24 

Match length 127 

% identity 57 

NCBI Description (X97 908) transcription factor [Vicia faba] 

Seq. No. 46162 

Seq. ID jC-gmle01810054h06al 

Method BLASTX 

NCBI GI g3080447 

BLAST score 355 

E value 1.0e-33 

Match length 137 

% identity 56 

NCBI Description (AL022605) putative protein [Arabidopsis thaliana] 

Seq. No. 46163 



7423 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmle01810055c09al 

BLASTN 

gll768 

39 

3.0e-13 

103 

85 

Chloroplast N. tabacum ATPase alpha subunit gene 



46164 

jC-gitile01810055f02al 

BLASTX 

g3721856 

763 

2.0e-81 

165 
79 

(AB014057) beta-Amyrin Synthase 



[Panax ginseng] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



46165 

jC-gmle01810055fllal 

BLASTN 

gl053215 

467 

0.0e+00 

475 

100 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

46166 

jC-gmle01810055g03dl 

BLASTN 

g218327 

64 

2.0e-27 

132 

87 

Vigna angularis mRNA for peroxidase basic isozyme 
(monomer) , complete cds 

46167 

jC-gmle01810055h02dl 

BLASTX 

g2827631 

262 

7.0e-23 

104 

55 

(AL021636) putative protein [Arabidopsis thaliana] 
46168 

jC-gmle01810055h08al 

BLASTX 

gl723378 

169 

7.0e-12 



7424 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
40 

HYPOTHETICAL 28.1 KD PROTEIN IN CARA-YCF30 INTERGENIC 

REGION (ORF238) >gi_2147529_pir S73123 hypothetical 

protein 238 - Porphyra purpurea chloroplast >gi__127 6668 
(U38804) ORF238 [Porphyra purpurea] 

46169 

jC-gmle01810055h09al 

BLASTX 

gl30582 

205 

5.0e-16 

123 

37 

RE TROVI RU S - RE LATE D POL POLYPROTEIN FROM TRANSPOSON TNT 1-94 
[CONTAINS: PROTEASE ; REVERSE TRANSCRIPTASE ; ENDONUCLEASE] 

>gi_100342_pir S04273 hypothetical protein - common 

tobacco >gi_20045_emb_CAA32025_ (X13777) ORF [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46170 

jC-gmle01810055hllal 

BLASTX 

g2315153 

644 

1.0e-67 

137 
87 

(Y14316) MAP3K gamma protein kinase 



[Arabidopsis thaliana] 



46171 

jC-gmle01810056b06al 

BLASTX 

g3738298 

296 

1.0e-26 

107 
51 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_424 9394 (AC006072) unknown protein [Arabidopsis 
thaliana] 

46172 

jC-gmle01810056b07al 

BLASTN 

gl8741 

230 

1.0e-126 

445 

98 

Glycine max gene encoding ribulose-1, 5-bisphosphate 
carboxylase small subunit 



Seq. No. 
Seq. ID 
Method 



46173 

jC-gmle01810056e07al 
BLASTX 
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II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g81857 
344 

2.0e-32 

94 

72 

IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_emb_CAA4534 9_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46174 

jC-gmle01810056g01al 

BLASTX 

g2760832 

424 

1.0e-41 

150 
59 

(AC003105) similar to barley ids-4 gene product 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46175 

jC-gmle01810056g04al 

BLASTX 

g2258125 

297 

8.0e-27 

162 

45 

(Z83828) AmMst-1 [Amanita muscaria] 
46176 

jC-gmle01810059c08al 

BLASTX 

g!173638 

362 

1.0e-34 

105 

59 

(U35779) 1-aminocyclopropane-l-carboxylate synthase 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



46177 

jC-gmle01810059dl0al 

BLASTX 

g3417405 

275 

2.0e-24 

61 
84 

(Z74233) ORF YDL184w-b [Saccharomyces cerevisiae] 
46178 

jC-gmle01810059f05al 

BLASTN 

gl053215 

463 

0.0e+00 



7426 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



H 

475 
99 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

46179 

jC-gmle01810059fl0al 

BLASTX 

g3025189 

413 

2.0e-40 

153 

46 

HYPOTHETICAL 67.1 KD PROTEIN SLL1770 

>gi_1652753_dbj_BAA17672_ (D90908) ABCl-like [Synechocystis 
sp.] 



Seq. No. 


46180 


Seq. ID 


jC-gmle01810059h05dl 


Method 


BLASTX 


NCBI GI 


g4580513 


BLAST score 


230 


E value 


5.0e-19 


Match length 


62 


% identity 


66 


NCBI Description 


(AF036300) scarecrow- 


Seq. No. 


46181 


Seq. ID 


jC-gmle01810060blldl 


Method 


BLASTX 


NCBI GI 


g2194124 


BLAST score 


261 


E value 


1.0e-22 


Match length 


73 


% identity 


66 


NCBI Description 


(AC002062) Similar to 



1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(gb_U63725) . [Arabidopsis thaliana] 
46182 

jC-gmle01810060dlldl 

BLASTX 

g2213590 

173 

2.0e-12 

92 
39 

(AC000348) T7N9.10 [Arabidopsis thaliana] 
46183 

jC-gmle01810060e07al 

BLASTN 

gl70073 

196 

1.0e-106 

247 
95 

Soybean calmodulin (SCaM-3) mRNA, complete cds 



7427 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46184 

jC-gmle01810061f07al 

BLASTX 

gl31384 

191 

5.0e-15 

71 
62 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (0EE1) (33 KD 
SUBONIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344004_dbj__BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46185 

jC-gmle01810061h05al 

BLASTN 

gl053215 

290 

1.0e-162 

426 

92 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46186 

jC-gmle01810062al0al 

BLASTX 

gl705679 

231 

4.0e-19 ' 

67 
64 

CELL DIVISION CONTROL PROTEIN 48 >gi_2118116_pir S67669 

cell division control protein CDC48 - yeast (Saccharomyces 
cerevisiae) >giJL431189_emb_CAA98 694_ (Z74174) ORF YDL126c 
[Saccharomyces cerevisiae] >gi_1449400_emb_CAA40276_ 
(X56956) CDC48p [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46187 

jC-gmle01810062al0dl 

BLASTX 

g3337433 

176 

1.0e-12 

53 

60 

(AF047037) transitional endoplasmic reticulum ATPase TER94 
[Drosophila melanogaster] 



Seq. No. 
Seq. ID 



46188 

jC-gmle01810062f!2al 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g2191168 

251 

1.0e-21 

108 

48 

(AF007270) 



contains similarity to myosin heavy chain 



[Arabidopsis thaliana] 
46189 

jC-gmle01810062g08al 

BLASTX 

g2352427 

200 

1.0e-15 

115 

20 

(AF004161) peroxisomal Ca-dependent solute carrier 
[Oryctolagus cuniculus] 

46190 

jC-gmle01810062g08dl 

BLASTX 

g4107480 

229 

6.0e-19 

86 

19 

(AL035085) putative mitochondrial carrier protein 
[Schizosaccharomyces pombe] 

46191 

jC-gmle01810062h03al 

BLASTN 

gl055367 

349 

0.0e+00 

432 

95 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

46192 

jC-gmle01810062h09al 

BLASTX 

g4510340 

145 

5.0e-09 

75 

45 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
46193 

jC-gmle01810063a06dl 

BLASTN 

gl69036 

45 



7429 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-16 

97 

87 

•Pisum sativum L. 



aldolase gene, 3 T end cds 



46194 

jC-gmle01810063c02al 

BLASTX 

g3510253 

381 

1.0e-36 

107 

70 

(AC005310) hypothetical protein [Arabidopsis thaliana] 
46195 

jC-gmle01810063d06dl 

BLASTN 

g343022 

135 

8.0e-70 

409 

83 

Pea chloroplast photosystem II gene encoding the D2 and 
44kd chlorophyll a-binding proteins, complete cds 

46196 

jC-gmle01810063d08al 

BLASTX 

g531389 

145 

5.0e-09 

119 

34 

(U12626) copia-like retrotransposon Hopscotch polyprotein 
[Zea mays] 

46197 

jC-gmle01810063d09al 

BLASTX 

g913141 

189 

2.0e-14 

87 
43 

ARK3 product/receptor-like serine/threonine protein kinase 
ARK3 [Arabidopsis thaliana, Columbia, Peptide, 851 aa] 

46198 

jC-gmle01810063e06al 

BLASTX 

g3080527 

315 

6.0e-29 

110 

50 

(AL022600) putative mannose-l-phosphate gaunyl transferase 



7430 



[Schizosaccharomyces pombe] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46199 

jC-gmle01810G63f05al 

BLASTX 

g2760329 

231 

5.0e-19 

113 

49 

(AC002130) F1N21.14 [Arabidopsis thaliana] 
46200 

jC-gmle01810063f09al 

BLASTN 

gl053215 

398 

0.0e+00 

406 

100 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46201 

jC-gmle01810063h!0al 

BLASTN 

g4210331 

41 

1.0e-13 

161 

81 

Arabidopsis thaliana mRNA for 2-oxoglutarate dehydrogenase 
E2 subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



46202 

jC-gmle01810064b05al 

BLASTX 

g3785975 

595 

1.0e-61 

141 

82 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
46203 

jC-gmle01810064c02dl 

BLASTN 

gl053215 

74 

8.0e-34 

154 

86 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

46204 

jC-gmle01810064cl2al 



7431 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3850816 

443 

5.0e-44 

113 

70 

(Y18348) 
sativa] 



U2 snRNP auxiliary factor, small subunit [Oryza 



46205 

jC-gmle01810064d02al 

BLASTX 

g2213586 

182 

2.0e-13 

110 

33 

(AC000348) T7N9.6 [Arabidopsis thaliana] 
46206 

jC-gmle01810064d05al 

BLASTX 

g586467 

184 

1.0e-13 

103 

39 

HYPOTHETICAL ALDEHYDE -DEHYDROGENASE LIKE PROTEIN IN 

COQ1-HHF1 INTERGENIC REGION >gi_626789_pir S45858 probable 

aldehyde dehydrogenase {EC 1.2.1.-) - yeast (Saccharomyces 
cerevisiae) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



46207 

jC-gmle01810064e03al 

BLASTX 

g3894391 

153 

6.0e-10 

144 

8 

(AF053997) Hcr2-5B [Lycopersicon esculentum] 
46208 

jC-gmle01810064e07al 

BLASTX 

g2618691 

336 

2.0e-31 

120 

54 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

46209 

jC-gmleO181O064el0al 

BLASTX 

g2506155 



7432 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164 

2.0e-ll 

105 

38 

HYPOTHETICAL OXIDOREDUCTASE IN HYBA-EXBD INTERGENIC REGION 
>gi_882532 (U28377) ORF_o294 [Escherichia coli] >gi_1789378 
(AE000383) putative oxidoreductase [Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46210 

jC-gmle01810064el0dl 

BLASTX 

g633890 

191 

3.0e-20 
92 
59 

(S72926) 
vulgare] 



glucose and ribitol dehydrogenase homolog [Hordeum 



46211 

jC-gmle01810064f06al 

BLASTX 

g2511537 

623 

5.0e-65 

159 

68 

(AF014922) protein phosphatase 2B [Paramecium tetraurelia] 
46212 

jC-gmle01810065b02al 

BLASTN 

g4566613 

56 

1.0e-22 

132 

86 

Populus alba x Populus tremula act in depolymerizing factor 
mRNA, partial cds 



46213 

jC-gmle01810065d02al 

BLASTX 

g3250679 

378 

2.0e-36 

127 

60 

(AL024486) putative protein 



[Arabidopsis thaliana} 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



46214 

jC-gmle01810065e09dl 

BLASTX 

g2245099 

231 

4.0e-19 

58 



7433 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

(Z97343) 



hypothetical protein [Arabidopsis thaliana] 



46215 

jC-gmle01810066bl0al 

BLASTX 

g3335516 

672 

8.0e-71 

150 

49 

(AF053941) nonphototropic hypocotyl 2 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46216 

jC-gmle01810066e01dl 

BLASTX 

gl853968 

187 

5.0e-14 

77 
69 

(D88121) CPRD12 protein [Vigna unguiculata] 
46217 

jC-gmle01810066el0al 

BLASTX 

g2598575 

259 

2.0e-22 

69 

75 

(Y15293) MtN21 [Medicago truncatula] 
46218 

jC-gmle01810066fl0al 

BLASTX 

gll3449 

159 

7.0e-ll 

86 
36 

PROBABLE ATP-DEPENDENT PERMEASE PRECURSOR 

>gi_83202_pir S19421 ATP-dependent permease ADP1 precursor 

- yeast (Saccharomyces cerevisiae) 

>gi_1907154__emb_CAA42328_ (X59720) YCROllc, len:1049 
[Saccharomyces cerevisiae] 

46219 

jC-gmle01810066fl0dl 

BLASTX 

g!13449 

196 

5.0e-15 

82 
44 

PROBABLE ATP-DEPENDENT PERMEASE PRECURSOR 



7434 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_83202_pir S19421 ATP-dependent permease ADP1 precursor 

- yeast (Saccharomyces cerevisiae) 

>gi_1907154_emb_CAA42328_ (X59720) YCROllc, len:1049 
[Saccharomyces cerevisiae] 

46220 

jC-gmle01810066hl2al 

BLASTX 

gl!5833 

239 

5.0e-20 

74 

64 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

46221 

jC-gmle01810067b04al 

BLASTX 

g3122264 

210 

1.0e-16 

137 

36 

PUTATIVE EUKARYOTIC TRANSLATION INITIATION FACTOR 3 ALPHA 
SUBUNIT (EIF-3 ALPHA) (EIF3 P150) >gi_2281117 (U49332) 
150-kD protein [Dictyostelium discoideum] 

46222 

jC-gmle01810067c04dl 

BLASTX 

g3413423 

172 

3.0e-12 

60 

52 

(AJ006309) hypothetical protein [Arabidopsis thaliana] 
46223 

jC-gmle01810067c07dl 

BLASTX 

g643469 

198 

2.0e-15 

94 

55 

(U19886) unknown [Lycopersicon esculentum] 
46224 

jC-gmle01810067d09al 

BLASTX 

g3341679 

475 

1.0e-47 
165 



7435 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

46225 

jC-gmle01810067e05dl 

BLASTX 

g3522929 

297 

6.0e-27 

66 

82 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

46226 

jC-gmle01810067fl0al 

BLASTX 

gl!5833 

228 

6.0e-19 

85 

55 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

46227 

jC-gmle01810067gl0al 

BLASTX 

g4454051 

265 

8.0e-38 
140 
56 

(AL035394) 
thaliana] 



putative polygalacturonase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46228 

jC-gmle01810067gllal 

BLASTX 

g2642450 

392 

5.0e-38 

108 

73 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



46229 

jC-gmle01810068b03dl 

BLASTN 

gl055367 

71 



7436 



E value 
Match length 
% identity 
NCBI Description 



3.0e-32 

110 

93 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46230 

jC-gmle01810068d05dl 

BLASTX 

g3859944 

160 

7.0e-ll 

41 
73 

(AF084570) FKBP12 interacting protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46231 

jC-gmle01810068d07al 

BLASTX 

g3892059 

148 

9.0e-10 

71 

24 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46232 

jC-gmle01810070b07al 

BLASTX 

g3924603 

319 

1.0e-42 

128 

70 

(AF069442) 
thaliana] 



putative WD-repeat protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



46233 

jC-gmle01810070bl2al 

BLASTX 

g4579913 

423 

6.0e-46 

128 
80 

(AB023423) sulfate transporter [Arabidopsis thaliana] 
46234 

jC-gmle01810070c03dl 

BLASTX 

g3808101 

161 

3.0e-ll 

53 

64 



7437 



NCBI Description 



(AJ012165) chloroplast protease [Capsicum annuum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



46235 

jC-gmle01810070c09dl 

BLASTN 

g473216 

138 

1.0e-71 

308 

89 

P. sativum (little marvel) 



HSC71.0 mRNA 



46236 

jC-gmle01810070d06al 

BLASTN 

gl065907 

266 

1.0e-148 

430 

90 

Pisum sativum chloroplast processing enzyme mRNA, nuclear 
gene encoding chloroplast protein, complete cds 

46237 

jC-gmle01810070e02dl 

BLASTN 

g310560 

44 

8.0e-16 

84 

88 

Soybean ascorbate peroxidase mRNA, complete cds 
46238 

jC-gmle01810070f04al 

BLASTN 

g602589 

33 

2.0e-09 

41 

95 

P.hybrida mRNA for triosephosphate isomerase 



46239 

jC-gmle01810071a03dl 

BLASTX 

g3355308 

192 

2.0e-14 

110 

39 

(AJ009695) wall-associated kinase 



4 [Arabidopsis thaliana] 



46240 

jC-gmle01810071al2al 

BLASTX 

g3355308 



7438 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



439 

2.0e-43 

136 

62 

(AJ009695) 



wall-associated kinase 4 [Arabidopsis thaliana] 



46241 

jC-gmle01810071c01dl 

BLASTX 

g3033389 

179 

6.0e-13 

93 
42 

(AC004238) Cf-2.1-like protein [Arabidopsis thaliana] 
46242 

jC-gmle01810071c06al 

BLASTX 

g2642450 

201 

8.0e-16 

76 

61 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



46243 

jC-gmle01810071e08dl 

BLASTX 

g4006920 

412 

3.0e-40 

97 
81 

(Z99708) actin interacting protein 



[Arabidopsis thaliana] 



46244 

jC-gmle01810071f03al 

BLASTX 

g3334219 

142 

4.0e-16 

58 
73 

4 -HYDROXY PHENYL PYRUVATE DI OXYGENASE (4HPPD) (HPD) 
>gi_2231615 (U87257) 4-hydroxyphenylpyruvate dioxygenase 
[Daucus carota] 

46245 

jC-gmle01810071g04dl 

BLASTX 

gll3465 

543 

9.0e-56 
127 



7439 



® 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 

ADP,ATP CARRIER PROTEIN (ADP/ATP TRANSLOCASE) (ADENINE 

NUCLEOTIDE TRANSLOCATOR) (ANT) >gi_419739_pir S30259 

ADP, ATP carrier protein, mitochondrial - Chlamydomonas 
reinhardtii >gi_18110_emb_CAA4 6311_ (X65194) mitochondrial 
ADP/ATP translocator protein [Chlamydomonas reinhardtii] 

>gi_446768_prf 1912294A ADP/ATP translocator 

[Chlamydomonas reinhardtii] 

46246 

jC-gmle01810071glldl 

BLASTX 

g3005931 

146 

4.0e-09 

37 

68 

(AJ005016) ABC transporter [Homo sapiens] 
46247 

jC-gmle01810071h07al 

BLASTN 

g4406529 

128 

1.0e-65 

327 
85 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46248 

jC-gmle01810072alldl 

BLASTX 

g629561 

199 

2.06-15 

71 

56 

SRG1 protein - Arabidopsis thaliana 
>gi_479047_emb_CAA55654_ (X79052) SRG1 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



46249 

jC-gmle01810072dlOdl 

BLASTX 

g2244833 

181 

1.0e-13 

67 

51 

(Z97337) centromere protein homolog [Arabidopsis thaliana] 
46250 

jC-gmle01810072g01al 

BLASTX 

gl00424 

346 



7440 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-33 

89 

41 

ADP, ATP carrier protein precursor 



potato 



46251 

jC-gmle01810073bl2dl 

BLASTN 

g3059094 

125 

3.0e-64 

193 

91 

Glycine max mRNA for magnesium chelatase subunit 
46252 

jC-gmle01810073f02dl 

BLASTX 

g3327271 

318 

3.0e-29 

72 

75 

(AB016000) PKn2 [Ipomoea nil] 
46253 

jC-gmle01810073gl0al 

BLASTX 

g3201477 

148 

1.0e-09 

60 

50 

(AJ006021) putative PRL1 associated protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46254 

jC-gmle01810075b06al 

BLASTX 

g3021265 

288 

5.0e-39 

116 

69 

(AL022347) protein kinase - like protein [Arabidopsis 
thaliana] >gi_3292839_emb_CAA19829_ (AL031018) protein 
kinase - like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46255 

jC-gmle01810075c05al 

BLASTX 

gl352956 

430 

1.0e-42 

127 

65 

HYPOTHETICAL 75.5 KD PROTEIN 



IN CCT3-CCT8 INTERGENIC REGION 



7441 



>gi_1077794_pir S56783 hypothetical protein YJL012c - 

yeast (Saccharomyces cerevisiae) >gi__1006727_emb_CAA8 9303_ 
(Z49287) ORF YJL012c [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



46256 

jC-gmle01810075f07al 

BLASTN 

g409566 

95 

5.0e-46 

259 
84 

Neurospora crassa initiation factor 5a 
complete cds 



(eIF-5A) mRNA, 



46257 

jC-gmle01810075g04al 

BLASTN 

g2598656 

50 

2.0e-19 

94 

88 

Vicia faba mRNA for elongation factor 1-alpha (EFl-a) 
46258 

jC-gmle01810075h04al 

BLASTX 

g586875 

167 

1.0e-ll 

131 

33 

HYPOTHETICAL 29.2 KD PROTEIN IN METS-KSGA INTERGENIC REGION 

>gi_2127033_pir S66068 hypothetical protein - Bacillus 

subtilis >gi_467428_dbj_BAA05274_ (D26185) unknown 
[Bacillus subtilis] >gi_2632306_emb_CAB11815__ (Z99104) 
similar to hypothetical proteins [Bacillus subtilis] 

46259 

jC-gmle01810075h06al 

BLASTX 

g3913031 

411 

1.0e-40 

95 

78 

BETA- AMYLAS E (1, 4-ALPHA-D-GLUCAN MALTOHYDROLASE ) 
>gi_2559006 (AF026217) beta-amylase [Medicago sativa] 

46260 

jC-gmle01810077al2dl 

BLASTN 

g20831 

46 

8.0e-17 
180 



7442 



II 



% identity 87 

NCBI Description P. sativum petC mRNA for chloroplast Rieske FeS protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46261 

jC-gmle01810077b02dl 

BLASTX 

g2809262 

167 

1.0e-ll 

80 
45 

(AC002560) F21B7.31 [Arabidopsis thaliana] 
46262 

jC-gmle01810077f09dl 

BLASTX 

g2499967 

174 

2.0e-12 

43 
79 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV B PRECURSOR (PSI-E 
B) >gi_632724_bbs_151002 (S72358) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
143 aa] [Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46263 

jC-gmle01810078c02dl 

BLASTX 

g3023453 

159 

1.0e-10 

76 

46 

CBBY PROTEIN >gi_1825471 
sphaeroides] 



(U67781) CbbY [Rhodobacter 



46264 

jC-gmle01810078d08al 

BLASTX 

g3169180 

162 

2.0e-ll 

41 

78 

(AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 



46265 

jC-gmle01810078e01al 

BLASTX 

g3122599 

270 

1.0e-23 

98 

51 

PYRI DOXAMINE 5' -PHOSPHATE OXIDASE 



(PNP/PMP OXIDASE) 



7443 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1653389_dbj__BAA18303_ (D90913) pyridoxamine 5-phosphate 
oxidase [Synechocystis sp.] 

46266 

jC-gmle01810078e08al 

BLASTX 

g4097880 

585 

9.0e-61 

122 

91 

(U70866) polyprotein [Bean pod mottle virus] 
46267 

jC-gmle01810078h04al 

BLASTN 

g4406529 

66 

6.0e-29 

142 
87 

Vigna radiata rubisco act i vase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46268 

j C-gmleO 1 8 1 0 0 7 8h0 9a 1 

BLASTX 

gl549393 

327 

2.0e-30 

118 

53 

(U68141) X FEN lb [Xenopus laevis] 
46269 

jC-gmleO181O080fOlal 

BLASTX 

g4220445 

193 

9.0e-15 

132 

5 

(AC006216) Similar to gi_3004555 F19F24.14 salt inducible 
protein homolog from Arabidopsis thaliana BAC gb__AC003673 . 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46270 

jC-gmle01810080f07al 

BLASTX 

g!076414 

386 

2.0e-37 

131 

58 

subtilisin-like proteinase (EC 
thaliana (fragment) >gi_757534 



3.4.21.-) - Arabidopsis 
emb CAA59963 (X85974) 



subtilisin-like protease [Arabidopsis thaliana] 



7444 



ft 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46271 

jC-gmle01810080g06al 

BLASTN 

g4097879 

221 

1.0e-121 

497 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

46272 

jC-gmle01810080g07al 

BLASTX 

g4538976 

667 

3.0e-70 

155 

80 

(AL049487) sucrose-phosphate synthase-like protein 
[Arabidopsis thaliana] 

46273 

jC-gmle01810080gl2dl 

BLASTN 

g2739005 

44 

7.0e-16 

146 

84 

Glycine max cytochrome P450 monooxygenase CYP93Clp 
(CYP93C1) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



46274 

jC-gmle01810080hl2al 

BLASTX 

gl346226 

564 

3.0e-58 

145 

70 

EXOGLUCANASE I PRECURSOR (EXOCELLOBIOHYDROLASE I) 
(l r 4-BETA-CELLOBIOHYDROLASE) (BETA-GLUCANCELLOBIOHYDROLASE) 

>gi_487090_pir S38794 cellulose 1, 4-beta-cellobiosidase 

(EC 3.2.1.91) - imperfect fungus (Humicola grisea) 

>gi_2761_emb_CAA35159__ (X17258) 

beta-glucancellobiohydrolase [Humicola grisea] 

46275 

jC-gmle01810080hl2dl 

BLASTX 

g542393 

174 

8.0e-13 

59 

59 



7445 



NCBI Description 



cellulose 1, 4-beta-cellobiosidase (EC 3.2.1.91) - 
basidiomycete (Phanerochaete chrysosporium) 

>gi_630435_pir S44715 cellulose 1, 4-beta-cellobiosidase 

(EC 3.2.1.91) - basidiomycete (Phanerochaete chrysosporium) 
>gi_453224_emb_CAA82762_ (229653) cellulase [Phanerochaete 
chrysosporium] >gi_511302 (L22656) major cellobiohydrolase 
[Phanerochaete chrysosporium] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46276 

jC-gmle01810082b09dl 

BLASTX 

g4220483 

319 

1.0e-29 

82 

74 

(AC006069) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46277 

jC-gmle01810082e08dl 

BLASTX 

gl408322 

277 

1.0e-24 

115 

46 

(D86351) cytochrome P- 



450 (CYP93A2) [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

"Match length 

% identity 

NCBI Description 



46278 

jC-gmle01810082h09al 

BLASTX 

gl749542 

325 

2.0e-30 

105 

61 

(D89167) similar to Saccharomyces cerevisiae 
5-methyltetrahydropteroyltriglutamate-homocysteine 
s-methyltransf erase, SWISS-PROT Accession Number P05694 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46279 

jC-gmle01810083a07al 

BLASTX 

g4544460 

165 

2.0e-ll 

71 

45 

(AC006592) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



46280 

jC-gmle01810083b03dl 

BLASTN 

g2288979 

38 



7446 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-12 

74 
88 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

46281 

jC-gmle01810083c04dl 

BLASTX 

gl346882 

330 

9.0e-31 

72 

88 

PHYTOENE SYNTHASE PRECURSOR (MEL5) >gi_2129505__pir S56668 

geranylgeranyl-diphosphate geranylgeranyltransf erase (EC 
2.5.1.32) precursor - muskmelon >gi_870985_emb_CAA85775_ 
(Z37543) phytoene synthase [Cucumis melo] 

46282 

jC-gmle01810083c06al 

BLASTN 

g758249 

165 

1.0e-87 

305 

89 

P. vulgaris mRNA for plasma membrane H+ ATPase 
46283 

jC-gmle01810083d09al 

BLASTN 

g4406529 

70 

4.0e-31 

186 

84 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

46284 

jC-gmle01810083dl0al 

BLASTX 

g3892045 

225 

5.0e-19 
70 
67 

(AC002330) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



46285 

jC-gmle01810083el0al 

BLASTX 

gl708418 

349 

1.0e-40 



7447 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



106 
82 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_1321961_emb_CAA56772_ (X80796) translation initiation 
factor eIF-4A [Schizosaccharomyces pombe] >gi_2222814 
(L40627) cell cycle control protein eIF-4A 
[Schizosaccharomyces pombe] 

46286 

jC-gmle01810083el2al 

BLASTX 

gl020413 

168 

1.0e-ll 

154 

34 

(D63703) isobutene- forming enzyme and benzoate 
4 -hydroxylase [Rhodotorula minuta] 

46287 

jC-gmle01810083el2dl 

BLASTX 

gl020413 

160 

6.0e-ll 

91 
36 

(D63703) isobutene- forming enzyme and benzoate 
4-hydroxylase [Rhodotorula minuta] 

46288 

jC-gmle01810083f01al 

BLASTN 

g602358 

60 

2.0e-25 

132 

87 

P. sativum mRNA for type II chlorophyll a/b binding protein 
46289 

jC-gmle01810083g05al 

BLASTN 

g303900 

410 

0.0e+00 

430 

28 

Soybean gene for ubiquitin, complete cds 
46290 

jC-gmle01810084b09al 

BLASTX 

g3292824 

525 

2.0e-53 
167 



7448 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(AL031018) putative protein [Arabidopsis thaliana] 
46291 

jC-gmle01810084c08dl 

BLASTX 

g2673909 

147 

3.0e-09 

68 

51 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
46292 

jC-gmle0181G084d08al 

BLASTX 

gl235680 

335 

3.0e-31 

152 
43 

(U48698) receptor serine/threonine kinase PR5K [Arabidopsis 

thaliana] >gi_1589714_prf 2211427A receptor protein kinase 

[Arabidopsis thaliana] 

46293 

jC-gmle01810084e05al 

BLASTX 

g2558938 

339 

8.0e-32 

142 

52 

(AF024 625) arm repeat containing protein [Brassica napus] 
46294 

jC-gmle01810084g05dl 

BLASTX 

g2245095 

350 

3.0e-33 

86 

79 

(Z97343) formyltransferase purU homolog [Arabidopsis 
thaliana] 

46295 

jC-gmle01810084h02al 

BLASTN 

g2511692 

212 

1.0e-115 

469 

90 

Phaseolus vulgaris Moldavian encoding cysteine proteinase 
precursor (clone cp71) 



7449 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46296 

jC-gmle01810084h07dl 

BLASTX 

g2498731 

294 

1.0e-26 

76 
68 

PROBABLE NADP- DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428__emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46297 

jC-gmle01810085a01al 

BLASTX 

g3434971 

312 

9.0e-29 

122 

58 

(AB008105) ethylene responsive element binding factor 3 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46298 

jC-gmle01810085al0al 

BLASTX 

gl730600 

227 

1.0e-18 

108 
48 

HYPOTHETICAL 35.3 KD PROTEIN IN FTSL 5 T REGION (ORFB) 
>gi_1122760_emb_CAA92525_ (Z68230) unknown [Bacillus 
subtilis] >gi_2633885_emb_CAB13387_ (Z99111) alternate 
name: yllC; similar to hypothetical proteins [Bacillus 
subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46299 

jC-gmle01810085b02al 

BLASTX 

g2809247 

152 

6.0e-10 

89 
7 

(AC002560) F21B7.16 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46300 

jC-gmle01810085bl2al 

BLAST N 

gl778822 

198 

1.0e-107 

308 

91 

Glycine max early light-induced protein 



(ELIP) mRNA, 



7450 



complete cds 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46301 

jC-gmle01810085d03al 

BLASTX 

gll69586 

318 

2.0e-29 

95 

85 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

(CY-F1) >gi_542079_pir S41287 f ructose-bisphosphatase (EC 

3.1.3.11) - potato >gi_440591_emb_CAA54265_ (X76946) 
fructose-1, 6-bisphosphatase [Solanum tuberosum] 

46302 

jC-gmle01810085dl0al 

BLASTX 

gl31384 

262 

9.0e-23 

81 

74 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344 004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33 kD protein [Arachis hypogaea] 

46303 

jC-gmle01810085dl2al 

BLASTX 

g2851417 

323 

5.0e-30 

99 

66 

TRANSCRIPTION FACTOR BTF3 (RNA POLYMERASE B TRANSCRIPTION 
FACTOR 3) 

46304 

jC-gmle01810085f07al 

BLASTX 

g3929395 

403 

3.0e-39 

121 

65 

VACUOLAR ATP SYNTHASE 98 KD SUBUNIT (VACUOLAR AT PAS E 98 KD 
SUBUNIT) >gi_1237128 (U36396) vacuolar ATPase 98 kDa 



subunit [Neurospora crassa] 



7451 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46305 

jC-gmle01810085g03al 

BLASTX 

g4006856 

151 

9.0e-10 

40 

72 

(Z99707) receptor kinase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46306 

jC-gmle01810086d01al 

BLASTX 

gl00203 

269 

1.0e-23 

119 
50 

cysteine proteinase (EC 3.4.22.-) precursor - tomato 
>gi_19195_emb_CAA78403_ (Z14028) pre-pro-cysteine 
proteinase [Lycopersicon esculentum] 

46307 

jC-gmle01810086d01dl 

BLASTX 

gll8157 

182 

2.0e-13 

89 

44 

CRUZIPAIN PRECURSOR (MAJOR CYSTEINE PROTEINASE) (CRUZAINE) 

>gi_320915_pir A60667 cysteine proteinase cruzain (EC 

3.4.22.-) - Trypanosoma cruzi >gi_162048 (M84342) cruzain 
[Trypanosoma cruzi] 

46308 

jC-gmle01810086d06al 

BLASTX 

g3582352 

234 

1.0e-19 

129 

43 

(AB003518) heat shock protein [Coriolus versicolor] 
46309 

jC-gmle01810086d07dl 

BLASTX 

gl36644 

178 

6.0e-13 

71 

51 

UBIQUITIN-CONJUGATING ENZYME E2-23 KD (UBIQUITIN-PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_100765j?ir A34506 

23K ubiquitin carrier protein E2 - wheat >gi_170782 



7452 



(M28059) ubiquitin carrier protein [Triticum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46310 

jC-gmle01810086f04al 

BLASTN 

g2661020 

376 

0.0e+00 

376 

100 

Glycine max catalase (cat4) mRNA, complete cds 
46311 

jC-gmle01810086fllal 

BLASTX 

g419894 

308 

3.0e-28 

92 

64 

glycine hydroxymethyltransf erase (EC 2.1.2.1) precursor, 
mitochondrial - yeast (Saccharomyces cerevisiae) 
>gi_296561_emb_CAA49927_ (X70529) ORF YBR1732 
[Saccharomyces cerevisiae] >gi_536692__emb_CAA85226_ 
(Z36131) ORF YBR263w [Saccharomyces cerevisiae] 

46312 

jC-gmle01810086gl2al 

BLASTX 

g535454 

235 

1.0e-19 

55 

78 

(U13940) cysteine proteinase [Alnus glutinosa] 
46313 

jC-gmle01810087a03al 

BLASTX 

g4097880 

642 

3.0e-67 

155 

81 

(U70866) polyprotein [Bean pod mottle virus] 
46314 

jC-gmle01810087b05al 

BLASTX 

g3928096 

217 

2.0e-17 

62 

61 

(AC005770) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



46315 



7453 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmle01810087b05dl 

BLASTN 

g3928074 

33 

7.0e-09 

53 

91 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

46316 

jC-gmle01810087c02al 

BLASTX 

gl362086 

312 

1.0e-28 

131 

49 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919j>ir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_8864 71_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46317 

jC-gmle01810087c02dl 

BLASTX 

g3334258 

270 

1.0e-23 

97 

57 

5-METHYLTETRAHYDROPTEROYLTRIGLUTAMATE — HOMOCYSTEINE 
METHYLTRANS FERASE (METHIONINE SYNTHASE, VITAMIN-B12 
INDEPENDENT ISOZYME) {COBALAMIN- INDEPENDENT METHIONINE 
SYNTHASE) >gi_212 9456_pir S65083 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Chlamydomonas 
reinhardtii >gi_1017759 (U36197) cobalamin- independent 
methionine synthase [Chlamydomonas reinhardtii] 

>gi_1587968_prf 2207381A Met synthase [Chlamydomonas 

reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



46318 

jC-gmle01810087cl2al 

BLASTX 

g3282239 

411 

2.0e-40 

129 

59 

(U88966) rapamycin associated protein FRAP2 [Homo sapiens] 
46319 

jC-gmle01810087f01al 



7454 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4097879 

200 

1.0e-108 

444 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

46320 

jC-gmle01810087f06al 

BLASTX 

g4039155 

296 

9.0e-27 

141 

40 

(AF104258) putative copper-inducible 35.6 kDa protein 
[Festuca rubra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46321 

jC-gmle01810087f09al 

BLASTX 

g2384903 

211 

1.0e-16 

153 
37 

(AF022981) similar to the carnitine/choline 
acetyltransf erase family [Caenorhabditis elegans] 

46322 

jC-gmle01810088a01al 

BLASTX 

g3334320 

356 

5.0e-40 

128 

65 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



46323 

jC-gmle01810088a01dl 

BLASTX 

g730683 

151 

7.0e-10 

42 

64 

4 OS RIBOSOMAL PROTEIN SA (P40) (34/67 KD LAMININ BINDING 
PROTEIN) >gi_476088 (U02370) 34/67 kD laminin binding 
protein [Urechis caupo] 

46324 

jC-gmle01810088c04al 
BLASTN 



7455 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g510545 
42 

3.0e-14 

107 
91 

P. sativum raRNA for starch 
46325 

jC-gmle01810088elOdl 

BLASTX 

g2651310 

164 

3.0e-ll 

103 
29 

(AC002336) 
thaliana] 



branching enzyme I 



putative PTR2-B peptide transporter [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



46326 

jC-gmle01810088f05al 

BLASTX 

g3096949 

298 

3.0e-27 

89 

58 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

46327 

jC-gmle01810088f05dl 

BLASTX 

g3096949 

183 

1.0e-13 

85 
41 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF0677 98) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

46328 

jC-gmle01810088g02dl 

BLASTX 

g2246442 

300 

2.0e-27 

99 

61 

(U63298) farnesyltransf erase alpha subunit [Pisum sativum] 
46329 

jC-gmle01810089d06al 

BLASTN 

g4097879 

111 



7456 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq . No . 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



8.0e-56 

187 

90 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

46330 

jC-gmle01810089eOIal 

BLASTN 

gll07480 

130 

6.0e-67 

326 
46 

Acanthamoeba polyubiquitin gene 
46331 

jC-gmle01810089e01dl 

BLASTN 

gl56481 

144 

4.0e-75 

397 

9 

C.elegans polyubiquitin (UbiA) gene, complete cds 
46332 

jC-gmle01810089e07al 

BLASTX 

g631978 

450 

7.0e-45 

130 

60 

cytochrome 
>gi 493475 



P-450 oxidase - Mentha piperita 

emb CAA83941 (Z33875) cytochrome P-450 oxidase 



[Mentha x piperita] 
46333 

jC-gmle01810089flldl 

BLASTX 

g3152594 

153 

3.0e-10 

84 
6 

(AC002986) Contains repeats similar to RECA protein 
gb_L26100 from Acinetobacter calcoaceticus . [Arabidopsis 
thaliana] 

46334 

jC-gmle01810089fl2dl 

BLASTX 

g3269291 

437 

3.0e-43 
149 



7457 



% identity 

NCBI Description 



56 

(AL030978) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46335 

jC-gmle01810089g01al 

BLASTX 

g4522009 

278 

1.0e-24 

114 

52 

(AC007069) unknown protein [Arabidopsis thaliana] 
46336 

jC-gmle01810090b04al 

BLASTN 

gl055367 

315 

1.0e-177 

394 

95 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

46337 

jC-gmle01810090f04al 

BLASTN 

g999189 

345 

0.0e+00 

446 

100 

dihydrofolate reductase-thymidylate synthase=bifunctional 
enzyme [Glycine max, seedling, mRNA, 17 94 nt] 

46338 

jC-gmle01810090g08al 

BLASTN 

g2924257 

163 

2.0e-86 

275 

90 

Tobacco chloroplast genome DNA 
46339 

jC-gmle01810090h08al 

BLASTX 

g4049399 

148 

3.0e-09 

100 

44 

(Y09581) FR02 [Arabidopsis thaliana] 



Seq. No. 



46340 



7458 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jOgmle01810091d07dl 

BLASTX 

g2982431 

175 

1.0e-12 

140 
4 

(AL022224) 
thaliana] 



leucine rich repeat-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46341 

jC-gmle01810091f02al 

BLASTX 

g4115936 

193 

1.0e-14 

38 

92 

(AF118223) No definition line found [Arabidopsis thaliana] 
46342 

jC-gmle01810091f04al 

BLASTX 

g3420054 

313 

1.0e-28 

152 

47 

(AC004680) unknown protein [Arabidopsis thaliana] 
46343 

jC-gmle01810091fllal 

BLASTN 

gl498495 

178 

2.0e-95 

346 

88 

Penicillium citrinum heat shock protein 70 mRNA, partial 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



46344 

jC-gmle01810091flldl 

BLASTN 

g2992153 

40 

3.0e-13 

69 

60 

Schizosaccharomyces pombe mRNA for heat shock protein, 
complete cds 

46345 

jC-gmle01810091g02dl 

BLASTN 

g56539 

103 



7459 



E value 
Match length 
% identity 
NCBI Description 



8.0e-51 

275 

99 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46346 

jC-gmle01810091h04dl 

BLASTX 

g99730 

379 

2.0e-36 

118 

59 

hypothetical protein 3 
retrotransposon Tal-2 



- Arabidopsis thaliana 
strain Kashmir) (fragment) 



>gi_1345512_ 
thaliana] 



emb CAA37920 (X53975) orf 3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



46347 

jC-gmle01810092d02al 

BLAST N 

g3452136 

235 

1.0e-129 

255 

99 

Glycine max mRNA for glucose- 
partial 



6-phosphate-dehydrogenase, 



46348 

jC-gmle01810092d02dl 

BLASTN 

g3452136 

236 

1.0e-130 

252 

99 

Glycine max mRNA for glucose- 6-phosphate-dehydrogenase, 
partial 

46349 

jC-gmle01810092d08al 

BLASTX 

g2576255 

383 

4.0e-37 

94 

82 

(AJ001729) TH65 protein [Arabidopsis thaliana] 
46350 

jC-gmle01810092e07al 

BLASTX 

g531754 

146 



7460 



E value 
Match length 
% identity 
NCBI Description 



3.0e-09 

78 
38 

(X81068) probable mitochondrial protein [Saccharomyces 
cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46351 

jC-gmle01810092el0dl 

BLASTN 

g3661613 

175 

1.0e-93 

407 

86 

Aspergillus terreus aconitase (Aco) mRNA, nuclear 
encoding mitochondrial protein, complete cds 



46352 

jC-gmle01810092f07dl 

BLASTX 

gl707010 

154 

4.0e-10 

36 
78 

(U78721) mitochondrial carrier protein isolog 
thaliana] 



gene 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46353 

jC-gmle01810092f08dl 

BLASTX 

g2781357 

192 

1.0e-14 

55 
60 

(AC003113) F2401.13 [Arabidopsis thaliana] 
46354 

jC-gmle01810092f09al 

BLASTX 

g3482978 

303 

8.0e-28 

105 

64 

(AL031369) putative protein [Arabidopsis thaliana] 
46355 

jC-gmle01810092g04al 

BLASTN 

g4530125 

58 

6.0e-24 

228 

82 

Phaseolus vulgaris receptor-like protein kinase homolog 



7461 



RK20-1 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46356 

jC-gmle01810092g06dl 

BLASTX 

g541967 

206 

2.0e-16 

73 

59 

glycine cleavage system protein T 
>gi_407475_emb_CAA52800_ (X74793) 



precursor - garden pea 
T-protein of the glycine 



decarboxylase complex [Pisum sativum] 
46357 

jC-gmle01810092g09al 

BLASTX 

g3513736 

178 

5.0e-13 

42 

79 

(AF080118) No definition line found [Arabidopsis thaliana] 
>gi__4539367_emb_CAB40061.1_ (AL049525) putative protein 
[Arabidopsis thaliana] 

46358 

jC-gmle01810093bl2dl 

BLASTN 

gl8741 

102 

3.0e-50 

271 

85 

Glycine max gene encoding ribulose-1, 5-bisphosphate 
carboxylase small subunit 

46359 

jC-gmle01810093dl0al 

BLASTX 

g2827649 

124 

1.0e-08 

97 

37 

(AL021637) putative protein [Arabidopsis thaliana] 
46360 

jC-gmle01810093e02al 

BLASTX 

g2979688 

315 

3.0e-29 

94 

68 

(AF035619) pyridoxine biosynthesis protein [Cercospora 
nicotianae] 



7462 



Seq. No. 


46361 


Seq. ID 


jC-gmle01810093f03dl 


Method 


BLASTX 


NCBI GI 


gl29320 


BLAST score 


198 


E value 


2. Oe-15 


Match length. 


39 


% i H^nt i tv 


87 


NPRT npqpr'i rjf i on 


P21 PROTEIN >gi 99943 


Seq. No. 


46362 


Seq. ID 


jC-gmle01810093f06dl 


Method 


BLASTX 


NCBI GI 


g4415923 


BLAST score 


158 


E value 


1.0e-10 


Match length 


65 


S; -J Hpnt" i t v 


52 


NCBI Descriotion 


(AC006282) putative g 




th^l "i 1 

<~ i iu j l una j 


Seq. No. 


46363 


Seq. ID 


jC-gmle01810094a09al 


Method 


BLASTX 


NCBI GI 


g2739369 




561 


Hi Val Lie 


6 Op-58 


rJauui -LciiyL.il 




9- A r] (?>Ti fi fv 


80 






Seq. No. 


46364 


Seq. ID 


jC-gmle01810094b09dl 


Method 


BLASTX 


NCBI GI 


g2499417 


BLAST score 


214 


E value 


3.0e-17 


Match length 


50 


% identity 


78 



A33176 P21 protein - soybean 



[Arabidopsis 



NCBI Description 



GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi_1085826_pir S49248 H-protein - Flaveria anomala 

>gi_547558_emb__CAA85761_ (Z37524) H-protein [Flaveria 
anomala] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46365 

jC-gmle01810094cl2al 

BLASTX 

g4530126 

392 

5.0e-38 

133 

62 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 



46366 



7463 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmle01810094dl0al 

BLASTX 

g3249084 

216 

2.0e-17 

127 
20 

(AC004473) Similar to red-1 
gb_X92750 from Mus musculus. 



(related to thioredoxin) 
ESTs gb_AA712687 and 



gene 



gb_Z37223 come from this gene [Arabidopsis thaliana] 
46367 

jC-gmle01810094e04dl 

BLASTX 

g2980784 

404 

2.0e-39 

95 

18 

(AL022198) puative protein [Arabidopsis thaliana] 
46368 

jC-gmle01810094e05dl 

BLASTX 

g3738302 

216 

2.0e-17 

49 

76 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



46369 

jC-gmle01810094e07dl 

BLASTX 

g3309243 

160 

7.0e-ll 

33 
91 

(AF073507) 
limon] 



aconitase-iron regulated protein 1 [Citrus 



46370 

jC-gmle01810094el2al 

BLASTX 

gl871184 

146 

1.0e-09 

70 

37 

(U90439) unknown protein [Arabidopsis thaliana] 
46371 

jC-gmle01810094f06dl 
BLASTX 



7464 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g232040 
160 

5.0e-ll 

62 
53 

ELONGATION FACTOR 3 (EF-3) >gi_477560_pir A49204 

translation elongation factor EF-3 - Pneumocystis carinii 
>gi_169412 (M87665) elongation factor 3 [Pneumocystis 
carinii] 



46372 

jC-gmle01810094fllal 

BLASTX 

g627561 

327 

1.0e-30 

79 
73 

peptidylprolyl isomerase (EC 5.2.1.8 
human >gi_546582_bbs_147143 (S69815) 



) FKBP1L, form 1 - 
peptidyl-prolyl 



cis-trans isomerase, PPIase=12 kda FK506 binding protein 
homolog [human, fetal brain, Peptide, 108 aa] [Homo 
sapiens] >gi_965468 (L37086) calcineurin [Homo sapiens] 
>gi_1122217_dbj_BAA07232_ (D38037) hFKBP12-like protein 

[Homo sapiens] >gi_1585685_prf 2201446A FK506-binding 

protein [Homo sapiens] 

46373 

jC-gmle01810094g04al 

BLASTX 

g586477 

193 

8.0e-15 

54 

67 

HYPOTHETICAL 44.2 KD GTP-BINDING PROTEIN IN SC02-MRF1 

INTERGENIC REGION >gi_626828_pir S45881 probable purine 

nucleotide-binding protein YBR025c - yeast (Saccharomyces 
cerevisiae) >gi_4 98754_emb_CAA53682_ (X76078) YBR0309 
[Saccharomyces cerevisiae] >gi_536234_emb_CAA84 967_ 
(Z35894) ORF YBR025c [Saccharomyces cerevisiae] 

>gi_1587583_prf 2206497F ORF YBR0309 [Saccharomyces 

cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46374 

jC-gmle01810094g04dl 

BLASTX 

g2388943 

296 

8.0e-27 

79 

68 

(Z98978) SPAC27E2.03c, putative gtp-binding protein, 
len:392a a, similar eg. to YBR025C, YBN5_YEAST, P38219, 
hypothetica 1 44.2 kd protein, (394aa) , fasta scores, 
opt: 1664, E():0, (63.7% identity in 391 aa overlap), also 



7465 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46375 

jC-gmle01810094gl2al 

BLASTX 

g2832628 

214 

3.0e-17 

66 

64 

(AL021711) putative protein 



[Arabidopsis thaliana] 



46376 

jC-gmro02800022g05dl 

BLASTX 

g2213626 

151 

7.0e-10 

82 
38 

(AC000103) F21J9.18 [Arabidopsis thaliana] 



46377 

jC-gmro02800023bllal 

BLASTX 

g3096927 

166 

1.0e-ll 

120 

33 

(AL023094) putative protein 



[Arabidopsis thaliana] 



46378 

jC-gmro02800024d08al 

BLASTX 

gl26405 

229 

4.0e-19 

87 
57 

SEED LIPOXYGENASE-3 >gi_8 1 918_pir S01142 lipoxygenase (EC 

1.13.11.12) - garden pea >gi_20800_emb_CAA30666__ (X07807) 
lipocygenase (AA 1 - 861) [Pisum sativum] 
>gi_469156_emb_CAA55319_ (X78581) lipoxygenase [Pisum 
sativum] 

46379 

jC-gmro02800024d09dl 

BLASTX 

g3522956 

267 

2.0e-23 

59 

73 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 



Seq. No. 



46380 



7466 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmro02800025g05al 

BLASTX 

gl32886 

339 

6.0e-32 

98 

66 

60S RIBOSOMAL PROTEIN L32 >gi_71335_pir R5HU32 ribosomal 

protein L32 - human >gi_71336_pir R5MS32 ribosomal protein 

L32 - mouse >gi_71337_pir R5RT32 ribosomal protein L32 - 

rat >gi_36132_emb_CAA27048_ (X03342) rpL32 (aa 1-135) [Homo 
sapiens] >gi_57117_emb_CAA2 9777__ (X06483) ribosomal protein 
L32 [Rattus norvegicus] >gi_200781 (K02060) ribosomal 

protein L32-3A [Mus musculus] >gi_22 6004_prf 1405339A 

ribosomal protein L32 [Rattus norvegicus] 

>gi_4506635_ref_NP_000985. l_pRPL32_ ribosomal protein L32 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



46381 

jC-gmro02800026e05al 

BLASTX 

g4544402 

389 

1.0e-37 

124 

57 

(AC007047) putative leucine rich repeat protein 
[Arabidopsis thaliana] 

46382 

jC-gmro02800026e07dl 

BLASTX 

g3063457 

380 

1.0e-36 

122 

61 

(AC003981) F22013.19 [Arabidopsis thaliana] 
46383 

jC-gmro02800027c08dl 

BLASTX 

g4388726 

167 

1.0e-ll 

41 
73 

(AC006413) putative 12-oxophytodienoate-10, 11-reductase 
[Arabidopsis thaliana] 

46384 

jC-gmro02800027cllal 

BLASTX 

g 4544464 

390 

7.0e-38 

133 

56 



7467 



NCBI Description (AC006580) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 



Seq. No. 


46385 


Seq. ID 


jC-gmro02800028b04al 
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(AB019186) RPR1 [Oryza sativa] 


Seq* No. 


46386 


Seq. ID 


jC-gmro02800028e09al 


Method 


tit AQTY 


KFPRT HT 
in \->n> ± o± 


a2?44855 


T3T SOT 1 e^rira 

Di_i.tt.oi score 


__ U *J 


rj value 


5 Oe-16 


iyiar.cn xengtn 


1 ^fl 


-6 laenuii-y 




IMLxDJ. UcoLIipLlUil 


^7.97^*37} hvDothetical orotein 


O C • InU ■ 


46387 


Seq. ID 


jC-gmro02800029c05al 


Method 


BLASTX 


NCBI GI 


g730565 


BLAST score 


456 


E value 


1.0e-45 


Match length 


105 


% identity 


77 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69__pir S34195 ribosomal 

protein L3 - human >gi_313659_emb_CAA51839_ (X73460) 
ribosomal protein L3 [Homo sapiens] 

>gi_3850177_emb_CAA18450_ (AL022326) dJ333H23.1.1 (60S 
Ribosomal Protein L3) [Homo sapiens] 

>gi_4506649_ref_NP_000958.1_pRPL3_ ribosomal protein L3 
46388 

jC-gmro02800029e02dl 

BLASTN 

gll63180 

44 

7. Oe-16 

112 

85 

Glycine max arginine decarboxylase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46389 

jC-gmro02800030d02dl 

BLASTN 

gl370173 

135 

8.0e-70 

340 

88 

L.japonicus mRNA for small GTP-binding protein, RAB1Y 



7468 



Spo No 


46390 


Seq. ID 


jC-gmro02800030e04al 


Method 


BLASTN 


NCBI GI 


gl69980 


RT.AST qpnrp 


278 


F 1 IIP 


1. Oe-155 


Ma 1~ 0V1 1 onn"hn 


326 




97 


M^RT Y~)c* qpri r^t" t on 

lN^-DX UtJ DLL L. -H-Jll 


^nvbpan hp^t — shock nrotein fGinhso2 6— A) crene» coiUDlete cds 


O C » Li kJ • 


46391 




n C-frrnrn0?8 00031allal 






NCBI GI 


g4490310 


BLAST score 


308 


F va 1 up 

ill Vu-LUC 


2 Oe-28 


Mair'h 1 ^nrfhn 


86 


%■ -5 Hon t" i 


70 




(AL035678) somatic embr yogene s i s receptor-like kinase-like 




Ti'ro+'p'in T AT^lri dnrjci i s thai "i anal 




46392 




iC-amro02800031bl0al 




RT.A9TY 


NCBI GI 


g3334320 


BLAST score 


515 


IT* TT ^ 1 11Q 

ill vaiue 


o rip-R? 


LYLaXCn Xeilyt.Il 


1 "36 
JLJO 


% identity 


*7 1 




40^ P TRO^OMAT. PROTFTW (P&0) >cri 2444420 (AF020553) 




XlDOSOIlie aboOCldtcU piULclil p^±U [VjXyoXIlt: iLLa.2ij 


dorr Wo 


*± U J J J 




-iC-amro02800031h07dl 


Method 


BLASTN 


NCBI GI 


gl684850 


RT.AQT qpnrp 

LJiXTikJ X QtUIC 


38 


F. \Tfi 1 n p 


4 . Oe-12 


LYloXCll Xcxly Lll 


xuo 


■O XClt?llt-X Ly 


O -7 


L\^D1 UcoLIXpLlUIl 


PH a cd a! n c; t7ti 1 rrari q Fin a .T — 1 n V p firnt'P'i n mRKIA nartl al r*ris 

XllClOtJU'J- U.O V UXyalXO UliCLU X. X JVC piULClll ILLIXIMiT. ^ £JCIX 1 — Lai 


Qprr "Mo 


46394 


^prr TP) 


-iC-amro02800031hl2al 


Method 


BLASTX 


NCBI GI 


g4490317 


BLAST score 


347 


E value 


1.0e-32 


Match length 


88 


% identity 


76 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 46395 

Seq. ID jC-gmro02800032b01dl 

Method BLASTN 

NCBI GI g4204760 



7469 




BLAST score 


55 


E value 


1.0e-22 


Match length 


116 


% identity 


85 


NCBI Description 


Glycine max peroxidase 




precursor (sEPa2) mRNA, partial cds 



JCU i 1M V-/ • 


46396 




iC-a7nrnO?800032b03al 




BLASTN 


LML-DX OX 


U i. J J v U / 




49 


TT va 1 IIP 

Hi V CL JL LiC 


2. Oe-18 


Malrh 1 fan rrt* h 
i v ia u>— ii xciiy u-ii 


170 


9c i H on +* i +■ v 
o j_ (wic.ii i — l u _y 


88 


T opri Tii" "i on 


9 rn^frsfa ttiRNA 'Pot < 


Seq. No. 


46397 


Seq. ID 


jC-gmro02800032e05al 


Method 


BLASTX 


NCBI GI 


g2832612 


BLAST score 


172 


E value 


4.0e-12 


Match length 


147 


% identity 


30 


NCBI Description 


(AL021711) putative i 




thaliana] 



( fragment ) [Arabidopsis 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46398 

jC-gmro02800032fl2al 

BLASTX 

g3661603 

162 

3.0e-ll 

42 

81 

(AF092841) ribonucleoside-diphosphate reductase large 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46399 

jC-gmro02800032gl2al 

BLASTN 

g452768 

193 

1.0e-104 

257 

94 

P.acutifolius alcohol dehydrogenase- 



1F mRNA, complete CDS 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46400 

jC-gmro02800033c07dl 

BLASTX 

gl769901 

296 

9.0e-27 

74 

74 

(X95737) proline transporter 



1 [Arabidopsis thaliana] 



7470 



>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46401 

jC-gmro02800033e!0dl 

BLASTN 

g2894303 

38 

4.0e-12 

86 
68 

Nicotiana tabacum TUQG2 gene, complete CDS 
46402 

jC-gmro02800033f09al 

BLASTX 

g2879849 

163 

2.0e-ll 

85 

41 

(AJ225894) kinesin [Syncephalastrum racemosum] 
46403 

jC-gmro02800033fllal 

BLASTX 

g3776567 

116 

2.0e-12 

82 

49 

(AC005388) Strong similarity to F21B7.33 gi_2809264 from A. 
thaliana BAC gb_AC002560. EST gb_N65119 comes from this 
gene. [Arabidopsis thaliana] 

46404 

jC-gmro02800033h06al 

BLASTX 

g3935138 

594 

1.0e-61 

159 

70 

(AC005106) T25N20.2 [Arabidopsis thaliana] 
46405 

jC-gmro02800033h07al 

BLASTX 

g2160144 

332 

7.0e-31 

156 

41 

(AC000375) Strong similarity to Arabidopsis oligopeptide 
transporter (gb_X77503) . [Arabidopsis thaliana] 



Seq. No. 



46406 



7471 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmro02800034bl0al 

BLASTN 

gl045041 

83 

5.0e-39 

191 

86 

A.thaliana mRNA for KNAT3 homeobox protein 



46407 

jC-gmro02800034d05al 

BLASTN 

g347452 

78 

1.0e-35 

277 

15 

Soybean hydroxyproline-rich glycoprotein 
partial cds 



(sbHRGP3) mRNA, 



46408 

jC-gmro02800034e07al 

BLASTX 

g4539435 

662 

1.0e-69 

142 

85 

(AL049523) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



46409 

jC-gmro02800034h09al 

BLASTN 

gl69326 

352 

0.0e+00 

480 

94 

Bean {P. vulgaris) NADP-dependent malic enzyme mRNA, 
complete cds 



46410 

jC-gmro02800034hl0al 

BLASTX 

g4510376 

286 

7.0e-26 

102 

55 

(AC007017) unknown protein 



[Arabidopsis thaliana] 



46411 

jC-gmro02800034h!2al 

BLASTX 

g4217999 

190 

3.0e-14 



7472 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006135) putative ubiquitin — protein ligase 
(ubiquit in-conjugating enzyme) [Arabidopsis thaliana] 

46412 

jC-gmro02800035a01al 

BLASTX 

gl396054 

233 

1.0e-19 
92 
54 

(D86180) 
sativum] 



phosphoribosylanthranilate transferase [Pisum 



46413 

jC-gmro02800035f07dl 

BLASTX 

g3420052 

366 

6.0e-35 
84 
79 

(AC004680) 
thaliana] 



putative ubiqinone reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46414 

j C-gmr oO 2 8 0 0 0 3 6d0 3dl 

BLASTN 

g4190975 

99 

2.0e-48 

222 
86 

Vigna radiata mRNA for cytokinin-specif ic binding protein, 
complete cds 

46415 

jC-gmro02800037alldl 

BLASTX 

g4006870 

291 

4.0e-26 

97 

62 

(Z99707) patatin-like protein [Arabidopsis thaliana] 
46416 

jC-gmro02800038cllal 

BLASTN 

gl217993 

181 

3.0e-97 

329 

89 

Glycine max dynamin-like protein SDL12A mRNA, complete cds 



7473 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46417 

jC-gmro02800038g05al 

BLASTN 

gl326160 

59 

2.0e-24 

226 

94 

Phaseolus vulgaris dehydrin mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46418 

jC-gmro02800038gl2al 

BLASTX 

gl449179 

357 

5.0e-34 

131 

71 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46419 

jC-gmro02800038h02al 

BLASTX 

g3176687 

593 

2.0e-61 

166 

63 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023 / gb_H37578 and 
gb_R64855 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46420 

jC-gmro02800038h07al 

BLASTX 

g4335773 

218 

1.0e-17 

82 
62 

(AC006284) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46421 

jC-gmro02800038hlldl 

BLASTX 

g3335372 

296 

9.0e-27 

84 
68 

(AC003028) putative SRG1 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



46422 

jC-gmro02800039g04dl 



7474 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

g703234 

40 

3.0e-13 

84 

88 

Pisum sativum (clone HW272) gene fragment 
46423 

jC-gmro02800039g06al 

BLASTX 

g!619300 

388 

2.0e-37 

96 

73 

(X95269) LRR protein [Lycopersicon esculentum] 
46424 

jC-gmro02800039gl2al 

BLASTX 

gl36140 

209 

2.0e-16 

132 

39 

PUTATIVE AC 9 TRANSPOSASE >gi_72973_pir TQZMCA probable 

transposase - maize transposon Ac9 

46425 

jC-gmro02800039h02al 

BLASTX 

gl703292 

264 

5.0e-23 

122 

65 

HIGH AFFINITY AMMONIUM TRANSPORTER >gi_551219_emb_CAA53473_ 
(X75879) amtl [Arabidopsis thaliana] 

46426 

jC-gmro02800040b05dl 

BLASTX 

g3461849 

361 

2.0e-34 

143 

49 

(AC005315) putative cytochrome P450 [Arabidopsis thaliana] 
46427 

jC-gmro02800040f04al 

BLASTN 

g4115338 

130 

5.0e-67 
234 



7475 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21 

Pisum sativum (Alaska) ubuquitin (PUB4) gene, complete cds 
46428 ' 

jC-gmro02800040g01al 

BLASTX 

g3142300 

505 

2.0e-51 

131 
69 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 

46429 

jC-gmro02800041a09al 

BLASTN 

g439616 

149 

2.0e-78 

193 

98 

Soybean G protein alpha subunit mRNA, complete cds 
46430 

jC-gmro02800041c09al 

BLASTX 

g4263527 

167 

1.0e-ll 

80 
45 

(AC004044) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46431 

jC-gmro02800041d09al 

BLASTX 

g3881836 

587 

9.0e-61 

147 

72 

(Z78019) Similarity to Yeast LPG22P protein (TR: G1151240 ) ; 
cDNA EST EMBL:T00686 comes from this gene; cDNA EST 
EMBL:C12415 comes from this gene; cDNA EST EMBL:C12728 
comes from this gene; cDNA EST EMBL:C10626 comes from this 
ge 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



46432 

jC-gmro02800041h09al 

BLASTX 

g3377517 

607 

3.0e-63 
148 



7476 



% identity 75 

NCBI Description (AF073361) nitrate transporter NTLl [Arabxdopsrs thalxana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46433 

jC-gmro02800041hllal 

BLASTX 

g2213620 

145 

5.0e-09 

125 

35 

(AC000103) F21J9.13 [Arabidopsis thaliana] 
46434 

jC-gmro02800042b09dl 

BLASTN 

gll63180 

80 

3.0e-37 

252 

91 

Glycine max arginine decarboxylase mRNA, complete cds 
46435 

jC-gmro02800042c02al 

BLASTX 

g4455360 

197 

3.0e-15 

122 

5 

(AL035524) putative protein [Arabidopsis thaliana] 
46436 

jC-gmro02800043fl0al 

BLASTX 

g3367568 

164 

6.0e-12 

67 

51 

(AL031135) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



46437 

jC-gmro02800043gl2al 

BLASTN 

g986968 

96 

1.0e-46 

296 
83 

Glycine max TGACG-motif binding protein (STGAl) mRNA, 
complete cds 

46438 

jC-gmro02800043hl0al 



7477 
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NCBI GI 
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NCBI Description 
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NCBI GI 


gl654140 


BLAST score 


390 
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Method 


BLASTX 


NCBI GI 


gll73624 


BLAST score 


206 


E value 


2.0e-16 


Match length 


72 



7478 



II 



% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(U34744) cytochrome P-450 
SM9108'] 



[Phalaenopsis sp. 1 hybrid 



46444 

jC-gmro02910002a03al 

BLASTX 

g3482920 

135 

1.0e-09 

82 

49 

(AC003970) Hypothetical protein [Arabidopsis thaliana] 
46445 

jC-gmro02910002al0dl 

BLASTX 

g2529683 

149 

1.0e-09 

39 

69 

(AC002535) unknown protein [Arabidopsis thaliana] 
46446 

jC-gmro02910002f03al 

BLASTX 

g2129563 

593 

2.0e-61 

111 

92 

cM4 protein - Arabidopsis thaliana >gi_928 928_emb_CAA62030_ 
(X90382) cM4 [Arabidopsis thaliana] 

46447 

jC-gmro02910002fllal 

BLASTX 

g3831457 

429 

2.0e-42 

141 

55 

(AC005700) putative ion channel protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46448 

jC-gmro02910002fl2al 

BLASTX 

g4455179 

153 

7.0e-10 

64 

45 

(AL035521) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 



46449 



7479 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmro02910002g01dl 

BLASTX 

g4191775 

147 

3.0e-09 

31 

84 

(AC005917) putative acyl-CoA cholesterol acyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46450 

jC-gmro02910002g04al 

BLAST N 

g2264316 

59 

2.0e-24 

148 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MROll, complete sequence [Arabidopsis thaliana] 

46451 

jC-gmro02910002gl2al 

BLASTX 

g3193309 

164 

2.0e-ll 

136 

27 

(AF069300) No definition line found [Arabidopsis thaliana] 
46452 

jC-gmro02910003a05al 

BLASTX 

g4432860 

147 

3.0e-09 

48 

60 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 

46453 

jC-gmro02910003h07al 

BLASTX 

gl076685 

151 

2.0e-10 

41 

33 

SPF1 protein - sweet potato >gi_484261_dbj_BAA06278_ 
(D30038) SPF1 protein [Ipomoea batatas] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



46454 

jC-gmro02910004b07dl 

BLASTX 

g3600051 



7480 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176 

1.0e-12 

86 

56 

(AF080120) contains similarity to the single-strand binding 
proteins family (Pfam: SSB.hmm, score: 24.02) [Arabidopsis 
thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46455 

jC-gmro02910004c09al 

BLASTX 

gl620371 

442 

9.0e-44 

114 
75 

(Y08782) peroxidase ATP23a [Arabidopsis thaliana] 
46456 

jC-gmro02910004e08dl 

BLASTX 

g2648032 

374 

6.0e-36 

128 

58 

(AJ001374) alpha-glucosidase [Solanum tuberosum] 
46457 

jC-gmro02910004el2al 

BLASTX 

g3924596 

254 

1.0e-21 

124 

47 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46458 

jC-gmro02910004f05al 

BLASTX 

g2342690 

512 

5.0e-52 

162 

60 

(AC000106) Similar to Homo 
[Arabidopsis thaliana] 



copine I (gb_U83246) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



46459 

jC-gmro02910004g02dl 

BLASTX 

g3927836 

680 

1.0e-71 
147 



7481 



# 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

(AC005727) unknown protein [Arabidopsis thaliana] 
46460 

jC-gmro02910005b09al 

BLASTN 

gl8764 

282 

1.0e-157 

366 

94 

G.max tefSl gene for elongation factor EF-la 
46461 

jC-gmro02910005d06dl 

BLASTX 

g3108209 

187 

5.0e-14 

34 

97 

(AF028809) 
thaliana] 



eukaryotic cap-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46462 

jC-gmro02910005dllal 

BLASTX 

g419760 

383 

3.0e-37 

105 

34 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_3849833_emb_CAA43646_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46463 

jC-gmro02910005g01al 

BLASTX 

gl620371 

150 

7.0e-10 

37 

78 

(Y08782) peroxidase ATP23a 



46464 

jC-gmro02910005g03al 

BLASTN 

g4138646 

59 

2.0e-24 

143 

93 

Tri folium repens mRNA 



[Arabidopsis thaliana] 



for peroxidase 



Seq. No. 



46465 



7482 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmro02910006a01al 

BLASTX 

g3850588 

416 

9.0e-41 

111 
36 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46466 

jC-gmro02910006b02dl 

BLASTX 

g322752 

209 

1.0e-16 

74 

62 

auxin-independent growth promoter 
>gi 559921_emb_CAA56570_ (X80301) 



- Nicotiana tabacum 

axi 1 [Nicotiana tabacum] 



Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46467 

jC-gmro02910006c02dl 

BLASTX 

g2290528 

331 

7.0e-31 

68 
96 

(U94746) AT AN 11 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46468 

jC-gmro02910006c05al 

BLASTX 

g2462744 

323 

7.0e-30 

153 

41 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
46469 

jC-gmro02910006c09al 

BLASTX 

g3954807 

327 

1.0e-30 

101 
65 

(AJ011862) flavonoid 3 5 ' -hydroxylase [Catharanthus 
roseus] 



Seq. No. 
Seq. ID 
Method 



46470 

jC-gmro02910006d01dl 
BLASTX 



7483 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2462834 
158 

7.0e-ll 

73 
48 

(AF000657) 



hypothetical protein [Arabidopsis thaliana] 



46471 

jC-gmro02910006g02dl 

BLASTX 

g3860255 

247 

5.0e-21 

80 

68 

(AC005824) hypothetical protein [Arabidopsis thaliana] 
46472 

jC-gmro02910006g08al 

BLASTX 

g2288998 

387 

2.0e-37 

114 

67 

(AC002335) peroxidase isolog [Arabidopsis thaliana] 
46473 

jC-gmro02910006hl2dl 

BLASTN 

g22069 

45 

2.0e-16 

73 
90 

V.radiata mRNA for ACC synthase 
-46474 

jC-gmro02910007b08al 

BLASTN 

g20894 

98 

1.0e-47 

126 

94 

Pea U4 snRNA {clone pPSUN4.1) 
46475 

jC-gmro02910007c01dl 
BLASTX 
g3128218 
. 157 
1.0e-10 
37 
78 

(AC004077) putative endl3 protein [Arabidopsis thaliana] 



7484 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46476 

jC-gmro02910007d09al 

BLASTX 

g4512685 

590 

4.0e-61 

162 

70 

(AC006931) hypothetical protein [Arabidopsis thalxana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46477 

jC-gmro02910007f02dl 

BLASTN 

g218325 

94 

2.0e-45 

174 
89 

Vigna radiata mRNA for invertase, complete cds 
46478 

jC-gmro02910008al2dl 

BLASTN 

g2739005 

54 

1.0e-21 

90 

90 

Glycine max cytochrome P450 monooxygenase CYP93Clp 
(CYP93C1) mRNA, complete cds 



Seq. No. 46479 

Seq. ID jC-gmro02910008b02al 

Method BLASTX 

NCBI GI g4314388 

BLAST score 236 

E value 1.0e-19 

Match length 58 

% identity 74 . . 

NCBI Description (AC006232) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 46480 

Seq. ID jC-gmro02910008b04dl 

Method BLASTX 

NCBI GI g731935 

BLAST score 220 

E value 8.0e-18 

Match length 84 



NCBI^escription HYPOTHETICAL 66.4 KD PROTEIN IN SMC3-MRPL8 INTERGENIC 

REGION >gi_1077820_pir S50802 hypothetical protein YJL069C 

- yeast (Saccharomyces cerevisiae) >gi_498997_emb_CAA84053_ 
(Z34288) HRE594 [Saccharomyces cerevisiae] 
>gi_895894_emb__CAA61308_ (X88851) hypothetical protein 
[ Saccharomyces cerevi s iae ] >gi_l 00822 l_emb_CAA8 93 60_ 



7485 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z49344) ORF YJL069c [Saccharomyces cerevisiae] 



46481 

jC-gmro02910008c02al 

BLASTX 

g4490317 

184 

1.0e-13 

79 
47 

(AL035678) putative protein 



[Arabidopsis thaliana] 



46482 

jC-gmro02910008dl0dl 

BLASTN 

g2738997 

265 

1.0e-147 

383 

93 

Glycine max cytochrome P450 monooxygenase CYP98A2p 
(CYP98A2) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46483 

jC-gmro02910008d!2al 

BLASTX 

g3757516 

143 

8.0e-09 

134 

31 

(AC005167) putative TMV resistance protein [Arabidopsis 
thaliana] 

46484 

jC-gmro02910008g01al 

BLASTX 

g4512685 

171 

4.0e-12 

43 
72 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

46485 

jC-gmro029100Q8g09al 

BLASTX 

g2129918 

302 

2.0e-27 

94 

65 

BPF-1 protein - parsley >gi_396197_emb_CAA48413_ (X68337) 
BPF-1 [Petroselinum crispum] >gi_4 41310_emb_CAA44518_ 
(X62653) BPF-1 [Petroselinum crispum] 



7486 



Seq. No. 46486 

Seq. ID jC-gmro02910009a07al 

Method BLASTX 

NCBI GI gl769556 

BLAST score 190 

E value 1.0e-14 

Match length 90 

% identity 66 

NCBI Description (U81158) Forsythia x intermedia 

(+)-pinoresinol/(+)-lariciresinol reductase (PLR) protein, 
complete sequence [Forsythia x intermedia] 

Seq. No. 46487 

Seq. ID jC-gmro02910009b01al 

Method BLASTX 

NCBI GI g3068704 

BLAST score 568 

E value 1.0e-58 

Match length 164 

% identity 66 

NCBI Description (AF049236) unknown [Arabidopsis thaliana] 

Seq. No. 46488 

Seq. ID jC-gmro02910009b07al 

Method BLASTX 

NCBI GI g3548802 

BLAST score 635 

E value 2.0e-66 

Match length 156 

% identity 73 , 

NCBI Description (AC005313) axi 1-like protein [Arabidopsis thaliana] 

>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

46489 

jC-gmro02910009c07al 
BLASTX 
g3482929 
568 

8.0e-59 

120 
87 

(AC00397 0) Putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46490 

jC-gmro02910009c08al 

BLASTX 

g2342690 

133 

9.0e-10 

72 
37 

(AC000106) Similar to Homo 
[Arabidopsis thaliana] 



copine I (gb_U8324 6) 



7487 



Seq. No. 46491 

Seq. ID jC-gmro02910009c!0dl 

Method BLASTX 

NCBI GI g3947735 

BLAST score 331 

E value 9.0e-31 

Match length 154 

% identity 43 

NCBI Description (AJ009720) NL27 [Solanum tuberosum] 
46492 

jC-gmro02910009g02al 
BLASTX 
g2088651 
213 

4.0e-17 
104 
42 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

Seq. No. 46493 

Seq. ID jC-gmro02910010a09al 

Method BLASTX 

NCBI GI g3157927 

BLAST score 167 

E value 2.0e-18 

Match length 108 

% identity 55 , 

NCBI Description (AC002131) Contains similarity to GDP-dissociation 

inhibitor gb_L07918 from Mus musculus. [Arabidopsis 

thaliana] 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 46495 

Seq. ID jC-gmro02910010bl2al 

Method BLASTX 

NCBI GI v g2245136 

BLAST score v 239 

E value 3.0e-20 

Match length 104 

% identity 54 

NCBI Description (Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 

Seq. No. 46496 
Seq. ID jC-gmro02910010d04al 
Method BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46494 

jC-gmro02910010b02dl 

BLASTN 

g3789722 

129 

3.0e-66 

400 

89 

Glycine max peroxidase (PC7) mRNA, complete cds 



7488 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll7535 
315 

6.0e-29 

163 

45 

CRYSTAL PROTEIN PRECURSOR >gi_102223jpir A3457 6 crystal 

protein precursor - slime mold (Dictyostelium discoideum) 
>gi_7234_emb_CAA36702_ (X52464) crystal protein 
[Dictyostelium discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46497 

jC-gmro02910010e03al 

BLASTX 

g2191136 

203 

8.0e-16 

133 
38 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46498 

jC-gmro02910011a08dl 

BLASTN 

g535762 

63 

8.0e-27 

163 

85 

Stylosanthes humilis peroxidase mRNA 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46499 

jC-gmro02910011a09al 

BLASTX 

g2982452 

342 

3.0e-32 

121 

10 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46500 

jC-gmro02910011h03dl 

BLASTX 

g4415916 

271 

6.0e-24 

79 

56 

(AC006282) 
thaliana] 



putative pectin methylesterase [Arabidopsis 



Seq. No. 
Seq. ID 



46501 

jC-gmro02910012c03al 



7489 





(i 


NCRT 


a2642237 


uiinoii o *w ' j_ c 


304 


Hi vai Li vz. 


1 Oe-170 


Match length 


356 


% identity 


96 


NCBI Description 


Glycine ] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



protein precursor (BIP) mRNA, complete cds 
46502 

jC-gmro02910012c06dl 

BLASTX 

g2914695 

320 

1.0e-29 

106 

58 

(AC003974) putative ubiquitin specific protease 
[Arabidopsis thaliana] 

46503 

jC-gmro02910012d04al 

BLASTX 

g3924597 

194 

7.0e-15 

93 

44 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 
46504 

jC-gmro02910012d04dl 

BLASTX 

g3924597 

162 

5.0e-ll 

90 

48 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 
46505 

jC-gmro02910012hl2al 

BLASTX 

g3982577 

192 

1.0e-14 

58 

60 

(AF023141) histidinol dehydrogenase 
46506 

jC-gmro02910013a!0al 
BLASTN 
g2924257 
212 

1.0e-115 
356 



[Thlaspi goesingense] 



7490 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



92 

Tobacco chloroplast genome DNA 
46507 

jC-gmro02910013b07al 

BLASTX 

g3445210 

412 

2.0e-40 

140 

50 

(AC004786) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 

46508 

jC-gmro02910013c02al 

BLASTX 

g2459419 

238 

7.0e-20 

158 
39 

(AC002332) hypothetical protein [Arabidopsis thaliana] 
46509 

jC-gmro02910013c06dl 

BLASTX 

g3128191 

176 

1.0e-12 

60 

57 

(AC004521) putative beta-glucosidase [Arabidopsis thaliana] 
46510 

jC-gmro02910013c07dl 

BLASTX 

g629670 

252 

1.0e-21 

69 
70 

hypothetical protein - tomato 
46511 

jC-gmro02910013d01al 

BLASTX 

g3510251 

440 

9.0e-44 

129 
67 

(AC005310) unknown protein [Arabidopsis thaliana] 
46512 

jC-gmro02910013d05al 
BLASTX 



7491 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4567302 
176 

1.0e-12 

138 

41 

(AC005956) unknown protein [Arabidopsis thaliana] 
46513 

jC-gmro02910013d08dl 

BLASTN 

gl223925 

47 

2.0e-17 

115 

85 

Vigna radiata carboxypeptidase II mRNA, partial cds 
46514 

jC-gmro02910013dllal 

BLASTX 

g3970973 

539 

3.0e-55 

167 

45 

(AC004812) similar to human HsGCNl U77700 (PID: g2282576) ; 
similar to yeast translation activator GCN1 (PID:g462168) 
[Homo sapiens] 

46515 

jC-gmro02910013e05al 

BLASTX 

gl906830 

364 

1.0e-34 

82 

91 

(Y11829) heat shock protein [Arabidopsis thaliana] 
46516 

jC-gmro02910013g09al 

BLASTX 

g2492782 

170 

6.0e-12 

45 

76 

ALPHA-GALACTOS I DASE PRECURSOR (MELIBIASE) 

{ ALPHA- D-GALACTOS I DE GALACTOHYDROLASE ) >gi_504489 (L27992) 
alpha-galactosidase [Coffea arabica] 

46517 

jC-gmro02910013h05al 

BLASTX 

g4467156 

484 

9.0e-49 



7492 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135 
70 

(AL035540) 



putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46518 

jC-gmro02910013h07al 

BLASTX 

g2760830 

368 

3.0e-35 

91 

73 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidops 
thaliana] 

46519 

jC-gmro02910014cllal 

BLASTX 

g3088646 

166 

2.0e-ll 

63 
44 

(AF0564 93) pectin methylesterase [Pisum sativum] 
>gi_3426335 (AF081457) pectin methylesterase [Pisum 
sativum] 

46520 

jC-gmro02910014d06al 

BLASTN 

gl335861 

300 

1.0e-168 

356 
96 

Glycine max clathrin heavy chain mRNA, complete cds 
46521 

jC-gmro02910014d07al 

BLASTX 

g4539351 

416 

8.0e-41 

129 

60 

(AL035539) putative protein [Arabidopsis thaliana] 
46522 

jC-gmro02910014dllal 

BLASTX 

g3892057 

434 

7.0e-43 
144 

(AC002330) hypothetical protein [Arabidopsis thaliana] 



7493 



Seq. No. 46523 

Seq. ID jC-gmro02910014e07al 

Method BLASTX 

NCBI GI g2213612 

BLAST score 182 

E value 2.0e-13 

Match length 60 

% identity 57 

NCBI Description (AC000103) F21J9.6 [Arabidopsis thaliana] 




Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46524 

jC-gmro02910015d01al 

BLASTX 

gll73027 

196 

2.0e-15 

58 
72 

60S RIBOSOMAL PROTEIN L31 >gi_915313 
protein L31 [Nicotiana glutinosa] 



(U23784 ) ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46525 

jC-gmro02910015d06dl 

BLASTX 

g3763921 

235 

1.0e-19 

52 
79 

(AC004450) putative pirin protein [Arabidopsis thaliana] 
46526 

jC-gmro02910015el0dl 

BLASTX 

g3643608 

260 

1.0e-22 

66 

77 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
46527 

jC-gmro02910015g05dl 

BLASTN 

g2444419 

35 

3.0e-10 

71 
87 

Glycine max ribosome-associated protein p40 mRNA, complete 
cds 



Seq. No. 46528 

Seq. ID jC-gmro02910016b04al 

Method BLASTX 

NCBI GI g2408068 

BLAST score 188 



7494 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-14 

114 
32 

(Z99165) 



hypothetical protein [Schizosaccharomyces pombe] 



46529 

jC-gmro02910016d08al 

BLASTX 

g710465 

178 

4.0e-13 

80 
50 

OEP86=outer envelope protein 
878 aa] 



[Peas, Peptide Chloroplast, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46530 

jC-gmro02910016dllal 

BLASTX 

g3287679 

556 

3.0e-57 

147 

73 

(AC003979) T22J18.6 [Arabidopsis thaliana] 
46531 

jC-gitiro02910016e07al 

BLASTX 

g3157941 

333 

5.0e-31 

163 

42 

(AC002131) Contains similarity to hypothetical protein 
gb_U95973 from A. thaliana. [Arabidopsis thaliana] 

46532 

jC-gmro02910016ellal 

BLASTX 

g4510385 

638 

9.0e-67 

172 

69 

(AC007017) unknown protein [Arabidopsis thaliana] 
46533 

jC-gmro02910016f01al 

BLASTX 

g4467118 

179 

5.0e-13 

53 

64 

(AL035538) hypothetical protein [Arabidopsis thaliana] 



7495 



® 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46534 

jC-gmro02910016f03al 

BLASTX 

g4539423 

397 

2.0e-38 

105 

73 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46535 

jC-gmro02910016f08dl 

BLASTN 

g498788 

33 

7.0e-09 

113 

82 

S. tuberosum (Desiree) 



cycl II mRNA. for cytochrome cl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46536 

jC-ginro02910016g05al 

BLASTX 

g4127662 

404 

2.0e-39 

143 

54 

(Y11176) fructosidase [Cichorium intybus] 
46537 

jC-gmro02910017fl0dl 

BLASTN 

gl321819 

285 

1.0e-159 

309 

98 

G.max mRNA for glycinamide ribonucleotide synthetase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



46538 

jC-gmro02910017g01al 

BLASTX 

g2832685 

156 

7.0e-ll 

44 

64 

(AL021712) putative protein [Arabidopsis thaliana] 
46539 

jC-gmro02910017g02al 

BLASTX 

g2780194 

142 

1.0e-08 



7496 



Match length 77 

% identity 44 ol 

NCBI Description (AJ003197) adenine nucleotide translocator [Lupxnus albus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46540 

jC-gmro02910019a07al 

BLASTX 

g!495259 

305 

7.0e-28 

80 

75 

(X97826) orf04 [Arabidopsis thaliana] 
46541 

jC-gmro02910019d09al 

BLAST N 

g2244901 

40 

4.0e-13 

92 
86 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 

46542 

jC-gmro02910019e01dl 

BLASTX 

g3790593 

145 

4.0e-09 
40 
55 

(AF079185) 
thaliana] 



ESSA I contig 



RING-H2 finger protein RHYla [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46543 

jC-gmro02910019e09al 

BLASTX 

g3036816 

389 

7.0e-38 

106 

70 

(AL022373) myosin-like protein [Arabidopsis thaliana] 
46544 

jC-gmro02910019g08dl 

BLASTX 

g2911797 

140 

1.0e-08 

41 

66 

(AF008183) 4-coumarate:CoA ligase 2 [Populus balsamifera 
subsp. trichocarpa X Populus deltoides] 



7497 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46545 

jC-gmro02910020bl0dl 

BLASTN 

g2369713 

87 

3.0e-41 
155 

89 , 

Beta vulgaris cDNA for elongation factor 



46546 

jC-gmro02910020d02dl 

BLASTX 

g4580390 

298 

6.0e-27 

89 

67 

(AC007171) putative disease 
[Arabidopsis thaliana] 



resistance response protein 



46547 

jC-gmro02910020f04al 

BLASTX 

g2947059 

241 

6.0e-21 
60 
75 

(AC002521) 
thaliana] 



similar to myb transforming protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



46548 

jC-gmro02910020g04dl 

BLASTX 

g3047065 

159 

9.0e-ll 

34 
79 

(AF058825) contains similarity to human OS-9 
(GB:U41635) [Arabidopsis thaliana] 



precurosor 



46549 

jC-gmro02910020hl0dl 

BLASTX 

g2618689 

210 

7.0e-17 

47 

87 

(AC002510) unknown protein [Arabidopsis thaliana] 
46550 

jC-gmro02910021a01dl 

BLASTN 

g3047074 



7498 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 

4.0e-09 

33 
100 

Arabidopsis thaliana BAC F21E10 
46551 

jC-gmro02 910021a09dl 

BLASTN 

gl934971 

54 

4.0e-22 

98 

89 

P. sativum mRNA for dihydropterin 
pyrophosphokinase/dihydropteroate synthase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



46552 

jC-gmro02910021el0dl 

BLASTN 

gl698669 

479 

0.0e+00 

487 

100 

Zea mays S-like RNase 



(kinl) mRNA, complete cds 



46553 

jC-gmro02910021f02dl 

BLASTN 

g4544405 

161 

2.0e-85 

307 
44 ^ 

Arabidopsis thaliana chromosome II BAC F28I8 genomic 
sequence, complete sequence 

46554 

jC-gmro02910021f03dl 

BLASTN 

g2618601 

216 

1.0e-118 

305 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHJ24, complete sequence [Arabidopsis thaliana] 

46555 

jC-gmro02910021g06dl 

BLASTN 

gl6473 

487 

0.0e+00 

507 

99 



7499 



NCBI Description Arabidopsis thaliana 25S-18S ribosomal DNA spacer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46556 

jC-gmro02910021g08dl 

BLASTN 

g2828186 

317 

1.0e-178 

394 

79 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18I23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46557 

jC-gmro02910022a03al 

BLASTX 

gl703446 

252 

8.0e-22 

90 

62 

L- AS P ARAG I NAS E (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_1076292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi_735918_emb_CAA84367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46558 

jC-gmro02910022a05dl 

BLASTX 

g3822036 

289 

5.0e-26 

118 

54 

(AF072326) endo-1, 3-1, 4-beta- 



D-glucanase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46559 

jC-gmro02910022a08dl 

BLASTN 

g22272 

336 

0.0e+00 

340 

100 

Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46560 

jC-gmro02910022al0dl 

BLASTX 

gll73027 

294 

1.0e-26 

82 
70 

60S RIBOSOMAL PROTEIN L31 >gi__915313 
protein L31 [Nicotiana glutinosa] 



(U23784) ribosomal 



7500 



Seq. No. 
Seq. ID 
Method 
"$ICBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46561 

jC-gmro02910022alldl 

BLASTN 

g3236234 

35 

3.0e-10 

75 

87 

Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

46562 

jC-gmro02910022b02dl 

BLASTX 

g2190992 

386 

3.0e-37 

137 
54 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46563 

jC-gmro02910022b03dl 

BLASTN 

gl848280 

184 

3.0e-99 

245 

91 

Sorghum bicolor membrane intrinsic protein (Mipl) mRNA, 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46564 

jC-gmro02910022b04dl 

BLASTN 

g4105560 

35 

4.0e-10 

63 
89 

Oryza sativa ribulose-5-phosphate-3-epimerase 
complete cds 



(RPE) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



46565 

jC-gmro02910022bl0dl 

BLASTX 

g4490317 

152 

7.0e-10 

72 

44 

(AL035678) putative protein [Arabidopsis thaliana] 
46566 

jC-gmro02910022blldl 
BLASTN 



7501 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g3789951 
149 

4.0e-78 

205 
93 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

46567 

jC-gmro02910022c03dl 

BLASTX 

g4539660 

193 

1.0e-14 

76 

54 

(AF061282) polyprotein [Sorghum bicolor] 
46568 

jC-gmro02910022c04dl 

BLASTN 

g2981206 

379 

0.0e+00 

391 

99 

Zea mays photosystem I complex PsaH subunit precursor 
(psaH) mRNA/ nuclear gene encoding chloroplast protein, 
complete cds 

46569 

jC-gmro02910022c08dl 

BLASTN 

g666053 

279 

1.0e-156 

395 

93 

H. vulgare mRNA for photosysteme I antenna protein 
46570 

jC-gmro02910022cl0dl 

BLASTN 

g3777601 

254 

I. 0e-141 
430 

90 

Oryza sativa clone LS195 50S ribosomal protein L10 (rpllO) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 

46571 

jC-gmro02910022cl2dl 

BLASTN 

g312289 



7502 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

7.0e-49 

116 

97 

O.sativa short highly repeated, interspersed DNA 
46572 

jC-gmro02910022d01dl 

BLASTX 

g2494264 

360 

3.0e-34 

159 

46 

HYPOTHETICAL 66.0 KD GTP-BINDING PROTEIN SLR1105 
>gi_1651837_dbj_BAAl6764_ (D90900) elongation factor EF-G 
[Synechocystis sp.] 

46573 

jC-gmro02910022d02dl 

BLASTX 

g3953471 

442 

7.0e-44 

111 

67 

(AC002328) F2202.16 [Arabidopsis thaliana] 
46574 

jC-gmro02910022d06dl 

BLASTN 

g296203 

93 

7.0e-45 

173 

92 

P. miliaceum mRNA for alanine aminotransferase 
46575 

jC-gmro02 910022d09dl 

BLASTN 

g!73246 

46 

1.0e-16 
74 

Yarrowia lipolytica autonomously replicating sequence btf 
and centromere 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



46576 

jC-gmro02910022dl0dl 

BLASTN 

gl9090 

187 

1.0e-101 

293 

93 



7503 



# 



NCBI Description H.vulgare PsaG mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46577 

jC-gmro02910022dl2al 

BLASTX 

g2224911 

191 

5.0e-15 

73 

53 

(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 

46578 

jC-gmro02910022e03dl 

BLASTX 

g3095111 

157 

2.0e-10 

108 

39 

(AF051894) 15 kDa selenoprotein [Homo sapiens] 
46579 

jC-gmro02910022e08dl 

BLASTX 

gl542941 

611 

1.0e-63 

151 
74 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 
46580 

jC-gmro02910022el0dl 

BLASTX 

g585421 

300 

2.0e-27 

102 

57 

LIPOXYGENASE, CHLOROPLAST PRECURSOR >gi_541879__pir JQ2391 

lipoxygenase (EC 1.13.11.12) AtLox2 - Arabidopsis thaliana 
>gi_431258 (L23968) lipoxygenase [Arabidopsis thaliana] 

46581 

jC-gmro02910022elldl 

BLASTX 

g4263712 

450 

1.0e-44 

116 
71 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 



Seq. No. 



46582 



7504 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



jC-gmro02910022el2dl 

BLASTN 

g295500 

46 

1.0e-16 

82 
89 

Triticum aestivum heat shock protein 16. 9C (hsp!6.9C) mRNA, 
3' end 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46583 

jC-gmro02910022f01dl 

BLASTN 

g3290003 

460 

0.0e+00 

504 

97 

Zea mays pathogenesis related protein-1 
complete cds 



(PR-1) mRNA, 



46584 

jC-gmro02910022f02dl 

BLASTN 

g2182266 

61 

1.0e-25 

125 

87 

Hordeum vulgare lipoxygenase (LoxB) mRNA, complete cds 
46585 

jC-gmro02910022f06dl 

BLASTX 

g3914667 

372 

9.0e-36 

84 

85 

SOS RIBOSOMAL PROTEIN L28, CHLOROPLAST PRECURSOR 
>gi_2459427 (AC002332) putative chloroplast SOS fifoosomal 
protein L28 [Arabidopsis thaliana] 

46586 

jC-gmro02910022fl2dl 

BLASTN 

g22451 

206 

1.0e-112 
238 
96 

Z.mays pyruvate, or thophosphate dikinase 
end 



(PPDK1) gene, 3' 



Seq. No. 
Seq. ID 
Method 



46587 

jC-gmro02910022g03dl 
BLASTN 



7505 



II 

NCBI GI g2895780 

BLAST score 178 

E value 1.0e-95 

Match length 273 

% identity 92 

NCBI Description Zea mays nitrate-induced NOI protein mRNA, complete cds 




Seq. No. 


46588 


Seq. ID 


jC-a^roU^-yiUUzzgUbal 


Method 


BLASTX 


NCBI GI 


g4559292 


BLAST score 


t3 /"* o 


E value 


2 . Oe-io 


Match length 


106 


% identity 


66 


NCBI Description 


(AF124148) trehalase 


Seq. No. 


46589 


Seq. ID 


jC-gmro02910022g07dl 


Method 


BLASTN 


NCBI GI 


g2274987 


BLAST score 


190 


E value 


1.0e-102 


Match length 


326 


% identity 


90 


NCBI Description 


Hordeum vulgare mRNA 


Seq. No. 


46590 


Seq. ID 


jC-gmro02910022g09dl 


Method 


BLASTX 


NCBI GI 


g4417286 


BLAST score 


149 


E value 


2.0e-09 


Match length 


62 


% identity 


50 


NCBI Description 


(AC007019) putative 


Seq. No. 


46591 


Seq. ID 


jC-gmro02910022glldl 


Method 


BLASTN 


NCBI GI 


g3290005 


BLAST score 


466 


E value 


0.0e+00 


Match length 


528 



1 GMTRE1 [Glycine max] 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

Zea mays pathogenesis related protein-5 (PR-5) mRNA, 
complete cds 

46592 

jC-gmro02910022h01dl 

BLASTX 

g3386617 

403 

2.0e-39 

96 

80 

(AC004665) putative cell division protein (ftsY) 



7506 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
46593 

jC-gmro02910022h06dl * 

BLASTN 

g902526 

477 

0.0e+00 

485 

100 

Zea mays clone MubG7 ubiquitin fusion protein gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46594 

jC-gmro02910022hlldl 

BLASTX 

g2104536 

544 

1.0e-55 
115 
83 

(AF001308) 
thaliana] 



predicted glycosyl transferase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46595 

jC-gmro02910022hl2dl 

BLASTX 

g2623310 

200 

2.0e-15 

144 

43 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3402721 (AC004261) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46596 

jC-gmro02910023a03al 

BLASTX 

g3540180 

186 

9.0e-14 

50 
68 

(AC004122) Unknown protein 



[Arabidopsis thaliana] 



46597 

jC-gmro02910023a06dl 

BLASTX 

g2833460 

361 

2.0e-34 

152 

48 

RIBOFLAVIN-SPECIFIC DEAMINASE >gi_1001153_dbj_BAA10295 
(D64001) riboflavin biosynthesis protein [Synechocysti 
sp.] 



7507 



Seq. No. 


A C C QQ 
400^0 


Seq. ID 


j l,— gmrouz y iuuz jai iai 


Method 


BLASTX 


NCBI GI 


g3688177 


BLAST score 


251 


E value 


z . ue-z 1 


Match length 


75 


% Identity 


61 


NCBI Description 


(AL031804) putative ] 


Seq. No. 




Seq. ID 


j u— gitirouzyiuuzoeuoai 


Method 


JdLiAo 1 A 


NCBI GI 


gl00226 


BLAST score 


146 


E value 


4.0e-09 


Match length 


72 


% identity 


39 


NCBI Description 


hypothetical protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

46600 

jC-gmro02910023el2al 

BLASTX 

g2497964 

214 

4.0e-17 

49 

86 

MOLYBDOPTERIN BIOSYNTHESIS CNX3 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX3) >gi_662873_emb_CAA88106_ 
(Z48046) Cnx3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46601 

jC-gmro02910023f05al 

BLASTX 

g2911077 

142 

6.0e-09 

61 

49 

(AL021960) gibberellin 20-oxidase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46602 

jC-gmro02910023g02dl 

BLASTX 

g3540180 

308 

5.0e-28 

105 

53 

(AC004122) Unknown protein [Arabidopsis thaliana] 



7508 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46603 

jC-gmro02910023h02dl 

BLASTX 

gl730796 

363 

1.0e-34 

135 
56 

HYPOTHETICAL 124,5 KD PROTEIN IN SK01-RPL44A INTERGENIC 

REGION >gi_2132760__pir S60964 probable membrane protein 

YNL163c - yeast (Saccharomyces cerevisiae) 
>gi_1050790_emb_CAA63276_ (X92517) N1718 [Saccharomyces 
cerevisiae] >gi_1302132_emb_CAA96050_ (Z71439) ORF YNL163c 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46604 

jC-gmro02910024al0dl 

BLASTX 

g4249409 

324 

3.0e-30 
93 
65 

(AC006072) 
thaliana] 



putative sugar transporter [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46605 

jC-gmro02910024e06al 

BLASTX 

g2911067 

409 

6.0e-40 

123 

69 

(AL021960) UV-damaged DNA-binding protein- 
[Arabidopsis thaliana] 



like 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46606 

jC-gmro02910024h06al 

BLASTX 

gl32935 

176 

1.0e-12 

58 

57 

60S RIBOSOMAL PROTEIN L37A (YL37) (RP47) 

>gi_101568_pir S18431 ribosomal protein L35a.e.cl6 - yeast 

(Saccharomyces cerevisiae) >gi_4392_emb__CAA41035_ (X57969) 
ribosomal protein L37a [Saccharomyces cerevisiae] 
>gi_1244773 (U43703) Lpi4p [Saccharomyces cerevisiae] 
>gi_1370305_emb_CAA97847_ (Z734 99) ORF YPL143w 
[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



46607 

jC-gmro02910024h07al 

BLASTX 

g2078350 



7509 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

490 

2.0e-49 

108 
86 

(U95923) 



transaldolase [Solanum tuberosum] 



46608 

jC-gmro02910025c06al 
BLASTX ^ 
g3077640 
233 

2.0e-19 

57 

75 

(AJ223151) O-methyltransferase [Prunus dulcis] 
46609 

jC-gmro02910025e01dl 

BLASTX 

g3135253 

167 

9.0e-12 

97 

37 

(AC003058) putative receptor protein kinase [Arabidopsis 
thaliana] 

46610 

jC-gmro02910025g05al 

BLASTX 

g2746335 

173 

2.0e-12 

64 

41 

(AF037205) RING zinc finger protein [Mus musculus] 
46611 

jC-gmro02910025g!0dl 

BLASTN 

g4098966 

39 

1.0e-12 

103 

84 

Glycine max putative reistance gene analog genomic sequence 
46612 

jC-gmro02910025hllal 

BLASTX 

g3135253 

328 

1.0e-30 

120 
53 

(AC003058) putative receptor protein kinase [Arabidopsis 
thaliana] 



7510 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46613 

jC-gmro02910025hlldl 

BLASTX 

g3176723 

157 

6.0e-ll 

63 
49 

(AC002392) putative protein kinase [Arabidopsis thaliana] 
46614 

jC-gmro02910026a06dl 

BLASTX 

gl935019 

302 

2.0e-27 

95 

66 

(Z93774) sucrose transport protein [Vicia fabar] 
46615 

jC-gmro02910026e07al 

BLASTN 

gll96896 

82 

1.0e-38 

182 

86 

Glycine max acidic ribosomal protein P0 mRNA, complete cds 
46616 

jC-gmro02910026e09al 

BLASTX 

g3776573 

194 

6.0e-15 

54 

61 

(AC005388) Similar to nodulins and lipase homolog F14J9.5 
gi_3482914 from Arabidopsis thaliana BAC gb_AC003970. 
Alternate first exon from 72258 to 72509. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



46617 

jC-gmro02910026f01al 

BLASTX 

gl931651 

222 

4.0e-18 

54 
78 

(U95973) membrane-associated salt-inducible protein isolog 
[Arabidopsis thaliana] 

46618 

jC-gmro02910026g03dl 



7511 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2827143 

344 

5.0e-40 

153 

63 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

46619 

jC-gmro02910026g05al 

BLASTX 

g4539335 

190 

3.0e-14 

53 
55 

(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46620 

jC-gmro02910026h07al 

BLASTX 

g2104529 

194 

7.0e-15 
67 
45 

(AF001308) 
thaliana] 



putative hexose transporter [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46621 

jC-gmro02910027c05al 

BLASTX 

g3341681 

195 

7.0e-15 

105 

50 

(AC003672) small GTP-binding protein [Arabidopsis thaliana] 

>gi_741994_prf 2008312A GTP-binding protein [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46622 

jC-gmro02910027e01dl 

BLASTN 

g2055229 

98 

8.0e-48 

277 

92 

Soybean mRNA for SRC2, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



46623 

jC-gmro02910027e02dl 

BLASTX 

g2642154 

216 



7512 



E value 
Match length 
% identity 
NCBI Description 



2.0e-17 

78 
46 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_37 90595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 



Seq. No. 


46624 


beq. ID 


jc-gitirouzyiuu^yrizai 


Method 


BLASTX 


NCBI GI 


g2920706 


BLAST score 


o no 


E value 


0 . Ue-z / 


Match length 


127 


% identity 


46 


NCBI Description 


(Y13568) beta-xylosidase 


Seq. No. 


46625 


Seq. ID 


jC-gmro02910030f Oldl 


Method 


BLASTX 


NCBI GI 


g3805956 


BLAST score 


252 


E value 


1 . Oe-21 


Match length 


44 


% identity 


93 


NCBI Description 


(Y13769) laccase [Populu 


Seq. No. 


46626 


Seq. ID 


jC-gmro02910030g08al 


Method 


BLASTX 


NCBI GI 


g3377824 


BLAST score 


131 


E value 


9. 0e-10 


Match length 


118 


% identity 


32 


NCBI Description 


(AF075598) contains simi 




[Arabidopsis thaliana] 


Seq. No. 


46627 


Seq. ID 


jC-gmro02910031a02al 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


280 


E value 


4 . Oe-25 


Match length 


86 


% identity 


63 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


46628 


Seq. ID 


jC-gmro02910031a05dl 


Method 


BLASTX 


NCBI GI 


g2464905 


BLAST score 


299 


E value 


4.0e-27 


Match length 


65 


% identity 


85 


NCBI Description 


(Z99708) minor allergen 



trichocarpa] 



7513 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46629 

jC-gmro02910031f03al 

BLASTX 

g541943 

152 

3.0e-14 

58 
52 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46630 

jC-gmro02910032b04al 

BLASTX 

g3892722 

141 

9.0e-09 

45 

62 

(AL033545) putative protein [Arabidopsis thaliana] 
46631 

jC-gmro02910032c01dl 

BLASTX 

g2828296 

889 

4.0e-96 

184 

56 

(AL021687) RNase L inhibitor [Arabidopsis thaliana] 
46632 

jC-gmro02910032d01dl 

BLASTN 

g405634 

382 

0.0e+00 

414 

98 

Z.mays zmcpt mRNA triose phosphate/phosphate translocator 
46633 

jC-gmro02910032d07al 

BLASTX 

g4107099 

306 

7.0e-28 

103 

53 

(AB015141) AHP1 [Arabidopsis thaliana] 

>gi_4156245_dbj_BAA37112_ (AB012570) ATHP3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



46634 

jC-gmro02910032e01al 
BLASTX 



7514 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



gll73104 
255 

6.0e-22 

53 

77 

RIBONUCLEASE 2 PRECURSOR >gi_28 9210 (M98336) ribonuclease 
[Arabidopsis thaliana] >gi_2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 

46635 

jC-gmro02910032g02dl 

BLASTX 

g2880048 

145 

3.0e-09 

34 

74 

(AC002340) unknown protein [Arabidopsis thaliana] 
46636 

jC-gmro02910032gl0al 

BLASTX 

g4335772 

295 

1.0e-26 

138 
47 

(AC006284) unknown protein [Arabidopsis thaliana] 
46637 

jC-gmro02910034b05dl 

BLASTX 

gl755186 

276 

2.0e-24 

81 

67 

(U75204) germin-like protein [Arabidopsis thaliana] 
46638 

jC-gmro02910034b07dl 

BLASTN 

g2791947 

81 

1.0e-37 

193 
85 

Lupinus luteus mRNA for ribosomal protein L13a 
46639 

jC-gmro02910034d01dl 

BLASTX 

g3395432 

305 

6.0e-28 

73 

78 



7515 



NCBI Description (AC004683) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46640 

jC-gmro02910035a06dl 

BLASTX 

g4097555 

151 

1.0e-09 

43 

60 

(U64910) ATFP7 [Arabidopsis thaliana] 
46641 

jC~gmro02910035dl0dl 

BLASTX 

g3242785 

285 

1.0e-25 
124 
52 

(AF055355) 
thaliana] 



respiratory burst oxidase protein C [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46642 

jC-ginro02910035h06dl 

BLASTX 

gl488255 

423 

6.0e-42 

93 

80 

(U38416) ferulate-5-hydroxylase [Arabidopsis thaliana] 
>gi_2961381_emb_CAA18128_ (AL022141) f erulate-5-hydroxylase 
(FAH1) [Arabidopsis thaliana] >gi_3925365 (AF068574) 
ferulate-5-hydroxylase [Arabidopsis thaliana] 

46643 

jC-gmro02910035hl2al 

BLASTX 

g3831444 

739 

1.0e-78 
165 
82 

(AC005819) putative protein kinase 
46644 

jC-gmro02910036d05dl 

BLASTX 

g4038030 

158 

8.0e-ll 

59 

44 

(AC005936) putative protein kinase, 5 ! partial [Arabidopsis 
thaliana] 



[Arabidopsis thaliana] 



7516 



m • 

Seq. No. 46645 

Seq. ID jC-gmro02910036d07al 

Method BLASTX 

NCBI GI g4218991 

BLAST score 423 

E value 1.0e-41 

Match length 138 

% identity 60 

NCBI Description (AF098632) subtilisin-like protease [Arabidopsis thaliana] 



Seq, No. 46646 

Seq. ID jC-gmro02910036e05al 

Method BLASTX 

NCBI GI g3176874 

BLAST score 336 

E value 1.0e-31 

Match length 114 

% identity 61 

NCBI Description (AF065639) cucumi sin- like serine protease [Arabidopsis 
thaliana] 

Seq. No. 46647 

Seq. ID jC-gmro02910037c01dl 

Method BLASTX 

NCBI GI g3688598 

BLAST score 270 

E value 9.0e-24 

Match length 63 

% identity 79 

NCBI Description (AB009029) Cycloartenol Synthase [Panax ginseng] 

Seq. No. 46648 

Seq. ID jC-gmro02910037cl2al 

Method BLASTX 

NCBI GI g4572674 

BLAST score 445 

E value 3.0e-44 

Match length 128 

% identity 7 0 

NCBI Description (AC006954) unknown protein [Arabidopsis thaliana] 

Seq. No. 46649 

Seq. ID jC-gmro02910037d08al 

Method BLASTN 

NCBI GI g349364 6 

BLAST score 36 

E value 9.0e-ll 

Match length 56 

% identity 91 

NCBI Description Pimpinella brachycarpa transcription activator (MADS1) 
mRNA, complete cds 



Seq. No. 46650 

Seq. ID jC-gmro02910037dllal 

Method BLASTX 

NCBI GI g4204303 

BLAST score 366 



7517 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



5.0e-35 

74 

91 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

46651 

jC-gmro02910037f08dl 

BLASTX 

g2618701 

174 

2.0e-12 

60 
60 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
46652 

jC-gmro02910038b!0al 

BLASTX 

g3881079 

183 

1.0e-13 

63 
49 

(AL032657) cDNA EST yk207f6.5 comes from this gene; cDNA 
EST yk201fll.5 comes from this gene; cDNA EST yk207f6.3 
comes from this gene [Caenorhabditis elegans] 

46653 

jC-gmro02910038h05al 

BLASTX 

g2493318 

140 

1.0e-08 

73 

42 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 

46654 

jC-gmro02910039a09dl 

BLASTN 

g310575 

127 

3.0e~65 

170 

96 

Glycine max nodulin-26 mRNA, complete cds 
46655 

jC-gmro02910039b08al 

BLASTN 

gll84986 

34 

2.0e-09 
70 



7518 



% identity 

NCBI Description 



87 

Nicotiana tabacum GTP-binding protein NTGB1 mRNA f partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



46656 

jC-gmro02910039c02dl 

BLAST N 

g303900 

151 

2.0e-79 

251 

77 

Soybean gene for ubiquitin, complete cds 
46657 

jC-gmro02910039d03dl 

BLAST N 

g3452136 

220 

1.0e-120 

252 
98 

Glycine max mRNA for glucose- 6-phosphate-dehydrogenase, 
partial ^ 

46658 

jC-gmro02910039d07dl 

BLASTX 

g2232254 

336 

2.0e-31 

77 

78 

(AF005237) old-yellow-enzyme homolog [Catharanthus roseus] 
46659 

jC-gmro02910039d08al 

BLASTX 

g3935168 

162 

3.0e-ll 

66 

41 

(AC004557) F17L21.11 [Arabidopsis thaliana] 
46660 

jC-gmro02910039el2dl 

BLASTX 

g2660676 

164 

2.0e-ll 

52 

63 

(AC002342) Dreg-2 like protein [Arabidopsis thaliana] 
46661 

jC-gmro02910039g04al 



7519 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value j ^ 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455232 

453 

2.0e-45 

106 

74 

(AL035523) putative protein [Arabidopsis thaliana] 
46662 

jC-gmro02910039h02dl 

BLASTX 

g4572676 

162 

5.0e-ll 

80 

40 

(AC006954) unknown protein [Arabidopsis thaliana] 
46663 

jC-gmro02910040bl0al 

BLASTX 

g3128199 

155 

2.0e-10 

55 

56 

(AC004521) putative proteinase [Arabidopsis thaliana] 
46664 

jC-gmro02910040e05al 

BLASTX 

g4522009 

163 

4.0e-16 

99 

51 

(AC007069) unknown protein [Arabidopsis thaliana] 
46665 

jC-gmro02910040e08al 

BLASTX 

g2781347 

447 

2.0e-44 

135 
56 

(AC003113) F2401.3 [Arabidopsis thaliana] 
46666 

jC-gmro02910040f07al 

BLASTN 

gl431628 

98 

1.0e-47 

306 

83 

V.radiata mRNA for pectinacetylest erase 



7520 




beq. wo. 


4000 / 


Seq. ID 


a r«— n o q i n n a n -f n i a i 
3 u~ gitirou^ y iuu4 uru /ai 


Method 


BLASTX 


NCBI GI 


gl431629 


BLAST score 


Oft/" 

^Uo 


E value 


Q Art 1 C. 

o . ue — lo 


Match length 


52 


% identity 


/~**7 

67 


NCBI Description 


(X99348) pectinacetylesterase precursor [Vigna radxata] 


beq. No. 


4 OOOo 


beq. ID 


jL-giurouzyiuu4 luuoai 


Method 


BLAbTX 


NCBI GI 


g4539383 


BLAST score 


144 


E value 


/" A _ A A 

6 . 0e-09 


Matcn lengtn 




% identity 


A /* 

46 


NCBI Description 


(ALUobo^o) putative protein (rragment:) LAraDiaopsis 




tnalianaj 


Seq. No. 


4 ooo9 


Seq. ID 


j C-gmr<Mj l y 1 u u 4 1 U o lai 


Method 


BLASTX 


NCBI GI 


g3201554 


BLAST score 


532 


E value 


2.0e-54 


Match length 


135 


% identity 


74 


NCBI Description 


(AJ006501) beta-D-glucosidase [Tropaeolum majus] 


Seq. No. 


A f A 

46670 


Seq. ID 


jC-gmrouz 91004 107 oal 


Method 


t\ t n rim \/ 

BLASTX 


NCBI GI 


g3142303 


BLAST score 


186 


E value 


6.0e-14 


Match length 


105 


% identity 


41 


NCBI Description 


(Auuu^4ii) btrong similarity to MKr-iiKe adl transporter 




gb U92650 from A. thaliana and canalicular multi-drug 




resistance protein gb L49379 from Rattus norvegicus. 




[Arabidopsis thaliana] 


Seq. No. 


46671 


Seq. ID 


jC-gmrouz9lOU4lO /oal 


Method 


BLASTN 


NCBI GI 


gl8644 


BLAST score 


358 


E value 


A A- i AA 

u . Ue-f-UU 


Match length 


362 


% identity 


100 


NCBI Description 


Soybean mRNA for HMG-1 like protein 


Seq. No. 


46672 


Seq. ID 


jC-gmro0291004 3a!2dl 



7521 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



BLASTX 

g2352812 

180 

3.0e-13 

75 

53 

(AF008597) 
roseus] 



desacetoxyvindoline-4 -hydroxylase [Catharanthus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46673 

jC-gmro0291004 6b09al 

BLASTN 

gl69127 

59 

2.0e-24 

199 

87 

Pisum sativum (clone pCLp) nuclear encoded precursor to 
chloroplast protein mRNA, complete cds 

46674 ' 

j C-gmro02 910 0 4 6b0 9dl 

BLASTX 

g461753 

234 

1.0e-19 

63 

75 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

PRECURSOR >gi_419773_pir S31164 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 

46675 

jC-gmro02910046bl0al 

BLASTN 

g347454 

76 

4.0e-35 

136 

90 

Soybean hydroxyproline-rich glycoprotein (sbHRGP2) mRNA, 3 f 
end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



46676 

jC-gmro02910046c04dl 

BLASTX 

g3395440 

178 

7.0e-13 

70 

41 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
46677 

jC-gmro0291004 6d03dl 



7522 



II 



Method 
NCBI GI 
BLAST score 
"E value 
Match" length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID ~ 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

g439616 

249 

1.0e-138 

453 

97 

Soybean G protein alpha subunit mRNA, complete cds 
46678 

jC-gmro02910046d05dl 

BLASTX 

g2982455 

181 

3.0e-13 

40 

80 

(AL022223) putative uracil phosphoribosyl transferase 
[Arabidopsis thaliana] 

46679 

jC-ginro02 91004 6e05dl 

BLASTX 

g3395441 

177 

8.0e-13 

41 

83 

(AC004683) unknown protein [Arabidopsis thaliana] 
46680 

jC-gmro02910046g01al 

BLASTX 

g4206765 

213 

5.0e-17 

86 
51 

(AF104329) putative type 1 membrane protein [Arabidopsis 
thaliana] 

46681 

jC-gmro02910046hlldl 

BLASTX 

g3395440 

167 

1.0e-ll 

93 
38 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
46682 

jC-gmro02910047a04dl 

BLASTN - 

g2626742 

111 

1.0e-55 
259 



7523 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

Glycine max mRNA for phosphoenolpyruvate carboxylase, 
complete cds, clone :GmPEPC7 

46683 

jC-gmro02910047a05al 

BLASTX 

g3176711 

241 

3.0e-20 

79 

65 

(AC002392) bZIP-like protein [Arabidopsis thaliana] 
46684 

jC-gmro02910047g01al 

BLASTN 

g527624 

45 

4.0e-16 

137 

83 

Arabidopsis thaliana clone HAT 14 homeobox protein mRNA, 
partial cds 

46685 

jC-gmro02910047g09al 

BLASTN 

g!66411 

224 

1.0e-123 

416 

88 

Medicago sativa NADH-glutamate synthase mRNA, comlete cds 
46686 

jC-gmro02910048c03al 

BLASTN 

g497233 

258 

1.0e-143 

274 

99 

Glycine max 3-methylcrotonyl-CoA carboxylase precursor 
gene, biotin- carboxylase domain, partial cds 

46687 

jC-gmro02910048d02dl 

BLASTN 

gl336081 

113 

8.0e-57 

230 

87 

Glycine max var. Century ascorbate peroxidase 2 (APx2) 
mRNA, complete cds 



7524 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



46688 

jC-gmro02910048d04al 

BLASTN 

g2351073 

41 

9.0e-14 

61 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46689 

jC-gmro02910048h06dl 

BLASTX 

gl742883 

152 

7.0e-10 

79 

37 

(D90820) 2-dehydro-3-deoxygluconokinase (EC 2.7.1.45) 
(2-keto-3- Deoxygluconokinase) (3-deoxy-2-oxo-d-gluconate 
kinase) (Kdg kinase) . [Escherichia coli] 
>gi_1742891_dbj_BAA15570_ (D90821) 

2-dehydro-3-deoxygluconokinase {EC 2.7.1.45) (2-keto-3- 
Deoxygluconokinase) (3-deoxy-2-oxo-d-gluconate kinase) (Kdg 
kinase) . [Escherichia coli] >gi_1788071 (AE000272) putative 
kinase [Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46690 

jC-gmro02910049a03al 

BLASTX 

g4559334 

332 

4.0e-31 

85 

69 

(AC007087) unknown protein [Arabidopsis thaliana] 
46691 

jC-gmro0291004 9c04al 

BLASTN 

g3005575 

85 

1.0e-40 

113 

94 

Glycine max putative high affinity nitrate transporter 
(NRT2) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



46692 

jC-gmro0291004 9e05al 

BLASTX 

g2129953 

297 

4.0e-27 

72 
76 



7525 



o 



NCBI Description 



laccase (EC 1.10.3.2) - common tobacco >gi_1685087 (U43542] 
diphenol oxidase [Nicotiana tabacum] 



Seq. No. 46693 

Seg. ID jC-gmro02910049f02al 

Method BLASTX 

NCBI GI g3914801 

BLAST score 27 4 

E value 2.0e-24 

Match length 108 

% identity 46 

NCBI Description DNA- DIRECTED RNA POLYMERASE I 135 KD POLYPEPTIDE (RNA 

POLYMERASE I SUBUNIT 2) (RPA135) (RNA POLYMERASE I 127 KD 
SUBUNIT) >gi_2739048 (AF025424) RNA polymerase I 127 kDa 
subunit [Rattus norvegicus] 



Seq. No. 46694 

Seq. ID jC-gmro02910049f04al 

Method BLASTX 

NCBI GI g3834303 

BLAST score 356 

E value 6.0e-34 

Match length 118 

% identity 62 

NCBI Description (AC005679) F9K20.3 [Arabidopsis thaliana] 

Seq. No. 46695 

Seq. ID jC-gmro02910049f05al 

Method BLASTN 

NCBI GI g310577 

BLAST score 209 

E value 1.0e-114 

Match length 309 

% identity 92 

NCBI Description Glycine max nodulin-26 mRNA, complete cds 

Seq. No. 46696 

Seq. ID jC-gmro02910050hl2dl 

Method BLASTN 

NCBI GI g3005575 

BLAST score 123 

E value 7.0e-63 

Match length 155 

% identity 95 

NCBI Description Glycine max putative high affinity nitrate transporter 
(NRT2) mRNA, complete cds 

Seq. No. 46697 

Seq. ID jC-gmro02910051a09al 

Method BLASTN 

NCBI GI g3982595 

BLAST score 287 

E value 1.0e-160 

Match length 389 

% identity 93 

NCBI Description Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 



7526 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46698 

jC-gmro02910051a!0dl 

BLASTX 

g3021280 

234 

1.0e-19 

102 
43 

(AL022347) serine /threonine 
[Arabidopsis thaliana] 



kinase - like protein 



46699 

jC-gmro02910051a!2al 

BLASTX 

g2129613 

470 

3.0e-47 

136 

62 

homeotic protein BEL1 - Arabidopsis thaliana >gi_1122533 
(U39944) BELLI [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46700 

jC-gmro02910051c03al 

BLASTN 

gl8764 

308 

1.0e-173 

412 

94 

G.max tefSl gene for elongation factor EF-la 
46701 

jC-gmro02910051d04al 

BLASTX 

g3335377 

207 

3.0e-16 

74 
57 

(AC003028) putative cytoskeletal protein [Arabidopsis 
thaliana] >gi_3395442 (AC004683) putative cytoskeletal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46702 

jC-gmro02910051d04dl 

BLASTN 

g3395421 

33 

7.0e-09 

37 

97 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



46703 

jC-gmro02910051h07al 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3738297 

237 

7.0e-20 

76 

25 

(AC005309) 



unknown protein [Arabidopsis thaliana] 



46704 

jC-gmro02910052a04al 

BLASTN 

g609224 

105 

5.0e-52 

229 
86 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46705 

jC-gmro02910052a09al 

BLASTN 

g609224 

182 

7.0e-98 

318 
89 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



46706 

jC-gmro02910052b02al 

BLASTX 

g3183368 

172 

3.0e-12 

108 

45 

HYPOTHETICAL 64.0 KD PROTEIN C20G4.05C IN CHROMOSOME I 
>gi_2330761_emb_CAB11255_ (Z98600) hypothetical protein 
[Schizosaccharomyces pombe] 

46707 

jC-gmro02910052g08al 

BLASTX 

g3395428 

166 

2.0e-ll 

52 
63 

(AC004683) unknown protein [Arabidopsis thaliana] 
46708 

jC-gmro02910054a06dl 
BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl931652 
204 

3.0e-16 

57 
67 

(U95973) phosphatidylinositol- 4 -phosphate 5-kinase isolog 
[Arabidopsis thaliana] 

46709 

jC-gmro02910054d03dl 

BLASTN 

g2245682 

69 

2.0e-30 

112 

95 

Glycine max peroxidase precursor (GMIPER1) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



46710 

jC-gmro02910054fl2al 

BLASTN 

g493019 

136 

2.0e-70 

140 

99 

Glycine max delta-aminolevulinic acid dehydratase (Alad) 
mRNA, complete cds 

46711 

jC-gmro02910054glldl 

BLASTN 

g780266 

71 

1.0e-31 : 

213 
86 

M.sativa mRNA for B-like cyclin 
46712 

jC-gmro02910054h03dl 

BLASTX 

g4107480 

172 

3.0e-12 

54 
36 

(AL035085) putative mitochondrial carrier protein 
[Schizosaccharomyces pombe] 

46713 

jC-gmro02910055g01al 

BLASTX 

g2462911 

495 

5.0e-50 



7529 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



© 

169 
57 

(Z83832) UDP-glucose: sterol glucosyltransf erase [Avena 
sativa] 

46714 

jC-gmro02910056c08al 

BLASTX 

g4539350 

457 

9.0e-46 

99 
80 

(AL035539) putative pectinesterase [Arabidopsis thaliana] 
46715 

jC-gmro02 91005 6d09al 

BLASTX 

g2809232 

218 

^4.0e-18 
79 
56 

(AC002560) F21B7.1 [Arabidopsis thaliana] 



46716 

jC-gmro02910056g05al 

BLASTX 

gl817584 

179 

4.0e-13 

83 

47 

(Y08991) adaptor protein 



[Homo sapiens] 



46717 

jC-gmro02910056g09al 

BLASTX 

gl076318 

306 

1.0e-28 

78 
39 

dihydrolipoamide S-acetyltransf erase {EC 2.3.1.12) 
precursor - Arabidopsis thaliana (fragment) 
>gi__559395_emb_CAA86300_ (Z46230) dihydrolipoamide 
acetyltransf erase (E2) subunit of PDC [Arabidopsis 
thaliana] 

46718 

jC-gmro02910057a02al 

BLASTX 

g4567235 

179 

4.0e-13 

68 
60 
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II 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC007119) putative phosphatidylinositol/phophatidylcholine 
transfer protein [Arabidopsis thaliana] 



46719 

jC-gmro02910057b08al 

BLASTN 

g310579 

225 

1.0e-123 

237 

99 

Glycine max protein kinase 2 



(SPK-2) mRNA, complete cds 



46720 

jC-gmro02910057d07al 

BLASTX 

g3176686 

495 

2.0e-50 

-104 
84 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 



46721 

jC-gmro02910057e09al 

BLASTX 

g2465529 

617 

2.0e-64 

133 

87 

(AF000355) phosphate transporter 



[Medicago truncatula] 



46722 

jC-gmro02910057h03al 

BLASTN 

gl752733 

217 

1.0e-119 

225 
99 

Glycine max mRNA for beta-glucan-elicitor receptor, 
complete cds 

46723 

jC-gmro02910057h09al 

BLASTX 

g4567283 

324 

4.0e-30 

91 

73 

(AC006841) unknown protein [Arabidopsis thaliana] 



Seq. No. 



46724 



7531 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmro02910060a05dl 

BLASTX 

gl396054 

216 

2.0e-17 

57 

67 

(D86180) phosphoribosylanthranilate transferase [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46725 

jC-gmro02910060b04dl 

BLASTX 

g2493321 

262 

5.0e-23 

57 

81 

L-ASCORBATE OXIDASE PRECURSOR (ASCORBASE) (ASO) 

>gi_2129952_pir S66353 L-ascorbate oxidase (EC 1.10.3.3) 

precursor - common tobacco >gi_599594_dbj_BAA07734_ 
(D43624) ascorbate oxidase precursor [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



46726 

jC-gmro02910060gl2al 

BLASTN 

gl8764 

351 

0.0e+00 

363 

99 

G.max tefSl gene for elongation factor EF-la 
46727 

jC-gmro02910060h03dl 

BLASTN 

g4210834 

36 

9.0e-ll 

52 
92 

Pisum sativum mRNA for ketol-acid reductoisomerase 



46728 

jC-gmro02910061b02dl 

BLASTN 

gl67072 

116 

2.0e-58 

215 

89 

Barley ubiquitin (mubl) 



gene, complete cds 



46729 

jC-gmro02910061b04dl 

BLASTX 

gl834353 



7532 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
.Seq* ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



358 

5.0e-34 

141 

47 

(Y10986) hypothetical protein 194 [Arabidopsis thaliana] 
46730 

jC-gmro02910061bl2al 

BLASTN 

gl8764 

432 

0.0e+00 

440 

100 

G.max tefSl gene for elongation factor EF-la 



46731 

jC-gmro02910062a06al 

BLASTX 

g2924793 

138 

1.0e-19 

89 
53 

(AC002334) similar to 



synaptobrevin [Arabidopsis thaliana] 



46732 

jC-gmro02910062a06dl 

BLASTX 

gll74498 

204 

4.0e-16 

63 
67 

SYNAPTOBREVIN- RELATED PROTEIN >gi_600710 (M90418) formerly 
called HAT24; synaptobrevin-related protein [Arabidopsis 
thaliana] 

46733 

jC-gmro02910062al0dl 

BLASTN 

g3318610 

81 

7.0e-38 

183 

84 

Glycine max mRNA for mitochondrial phosphate transporter, 
complete cds 

46734 

jC-gmro02910062b09al 

BLASTX 

g3256068 

244 

1.0e-20 

76 

66 



7533 



II 



NCBI Description (Y14068) Heat Shock Factor 3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46735 

jC-gmro02910062bl2dl 

BLASTX 

g2088651 

213 

5.0e-17 

66 
59 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

46736 

jC-gmro02910062e02dl 

BLASTX 

g2270994 

228 

9.0e-19 

94 

48 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
46737 

jC-gmro02910062h01dl 

BLASTN 

gl8727 

200 

1.0e-108 

320 
93 

Soybean mRNA for reductase involved in deoxychalcone 
synthesis (NAD (P) H dependent 6 1 -deoxychalcone synthase) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46738 

jC-gmro02910062hlldl 

BLASTX 

g3850630 

257 

3.0e-22 

72 

58 

(AJ012581) cytochrome 



P450 [Cicer arietinum] 



46739 

jC-gmro02910063b02al 

BLASTX 

g2191136 

239 

6.0e-20 

140 

37 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 



7534 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



46740 

jC-gmro02910063d05al 

BLASTX 

g!915974 

414 

8.0e-41 

105 
77 

(U62329) 
(U64818) 



fructokinase 
fructokinase 



[Lycopersicon esculentum] >gi_2102693 
[Lycopersicon esculentum] 



46741 

jC-gmro02910063e01al 

BLASTX 

g4140691 

204 

2.0e-25 

110 

62 

(AF101972) zeatin O-glucosyltransferase [Phaseolus lunatus] 
46742 

jC-gmro02910063g02al 

BLASTN 

g441205 

66 

3.0e-29 

90 

93 

Soybean loxlgm4 gene encoding lipxygenase L-4 
46743 

jC-gmro02910063g03al 

BLASTX 

g2801701 

210 

5.0e-17 

77 
51 

(AF042379) spindle pole body protein spc97 homolog GCP2 
[Homo sapiens] 

46744 

jC-gmro02910064b06dl 

BLASTX 

g3786009 

176 

1.0e-12 

51 
78 

(AC0054 99) unknown protein [Arabidopsis thaliana] 
46745 

jC-gmro02910064cl0al 

BLASTX 

g2864625 

242 



7535 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2*0e-20 

58 

84 

(AL021811) 



putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46746 

jC-gmro02910064e03al 

BLASTX 

g3176725 

163 

3.0e-ll 

59 

49 

(AC002392) unknown protein [Arabidopsis thaliana] 
46747 

jC-gmro02910064e06al 

BLASTX 

g2498629 

255 

4.0e-22 

112 

7 

TRANSCRIPTIONAL REPRESSOR NF-X1 >gi_2135825_pir 138869 

NFX1 - human >gi_563217 (U15306) NFX1 [Homo sapiens] 
>gi_4505387_ref_NP_002495.1_pNFXl_ nuclear transcription 
factor, X-box binding 

46748 

jC-gmro02910064f02al 

BLASTX 

g231536 

239 

4.0e-20 

74 

64 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394_emb_CAA45040_ (X63444) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 

46749 

jC-gmro02 910064g05dl 

BLASTX 

g2288981 

247 

3.0e-21 

66 

39 

(AC002335) calcium binding protein isolog [Arabidopsis 
thaliana] >gi_3763938 (AC004450) putative calcium binding 
protein [Arabidopsis thaliana] 



Seq. No. 



46750 



7536 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmro02910065alldl 

BLASTN 

g!69988 

104 

f.Oe-51 

140 

94 

Glycine max NADP-specif ic isocitrate dehydrogenase 
mRNA, 3' end 



[idhl) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46751 

jC-gmro02910065c07dl 

BLASTX 

gl097875 

224 

2.0e-18 

70 
64 

peroxidase :ISOTYPE=RPA [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46752 

jC-gmro02910065d01dl 

BLASTN 

g2245682 

34 

1.0e-09 

82 
85 

Glycine max peroxidase precursor 
cds 



(GMIPER1) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46753 

jC-gmro02910065d09dl 

BLASTN 

g3334662 

310 

1.0e-174 

366 

95 

G.max mRNA for putative cytochrome P450, clone CP4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46754 

jC-gmro02910065f05dl 

BLASTN 

g4204758 

444 

O.Oe+OO 

479 

98 

Glycine max peroxidase precursor 



(sEPal) mRNA, partial cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



46755 

jC-gmro02910065fl2al 

BLASTX 

g4539423 

165 

3.0e-ll 



7537 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
53 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 



46756 

jC-gmro02910065h06dl 

BLASTX 

g!402910 

298 

3.0e-27 

91 

60 

(X98316) peroxidase [Arabidopsis thaliana] 
>gi_1429223_emb_CAA67550__ (X99096) peroxidase 
thaliana] 



[Arabidopsis 



Seq. No. 46757 

Seq. ID jC-gmro02910066c07al 

Method BLASTX 

NCBI GI g4510363 

BLAST score 438 

E value 2.0e-43 

Match length 120 

% identity 72 

NCBI Description (AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 

Seq. No. 46758 

Seq. ID jC-gmro02910066d08al 

Method BLASTX 

NCBI GI g2760839 

BLAST score 281 

E value 3.0e-25 

Match length 104 

% identity 53 

NCBI Description (AC003105) putative receptor kinase [Arabidopsis thaliana] 

Seq. No. 46759 

Seq. ID jC-gmro02910066el0dl 

Method BLASTX 

NCBI GI g3834352 

BLAST score 229 

E value 6.0e-19 

Match length 110 

% identity 45 

NCBI Description (AB010992) 3b-hydroxylase [Lycopersicon esculentum] 

Seq. No. 46760 

Seq. ID jC-gmro02910066f09dl 

Method BLASTX 

NCBI GI gl644427 

BLAST score 14 0 

E value 1.0e-08 

Match length 33 

% identity 79 

NCBI Description (U74610) glyoxalase II [Arabidopsis thaliana] 



7538 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46761 

jC-gmro02910066g02al 

BLASTX 

g4567245 

434 

4.0e-43 

120 

25 

(AC007070) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46762 

jC-gmro02910066hl2dl 

BLASTX 

g2996172 

403 

2.0e-39 

88 
82 

(AF051760) 
mariana] 



putative 60S ribosomal protein LIS [Picea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46763 

jC-gmro02910067b04al 

BLASTX 

g2062169 

576 

1.0e-59 
149 
68 

(AC001645) 
thaliana] 



ABC transporter (PDR5-like) isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46764 

jC-gmro02910067blldl 

BLASTX 

gll73624 

420 

3.0e-41 

120 
67 

(U34744) 
SM9108 f ] 



cytochrome P-450 [Phalaenopsis sp. 'hybrid 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46765 

jC-gmro02910067d08al 

BLASTX 

g3776567 

144 

7.0e-09 

54 

52 

(AC005388) Strong similarity to F21B7.33 gi_2809264 from A. 
thaliana BAC gb_AC002560. EST gb_N65119 comes from this 
gene. [Arabidopsis thaliana] 



Seq. No. 



46766 



7539 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



jC-gmro02910067e06al 

BLASTX 

g4572671 

256 

3.0e-22 

72 

68 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46767 

jC-gmro02910067f02al 

BLASTX 

gl330401 

193 

1.0e-14 

96 
44 

(U58762) T27F7.1 gene product 



[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46768 

jC-gmro02910067f05al 

BLASTX 

g2465923 

174 

2.0e-12 

163 

12 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46769 

jC-gmro02910067f08dl 

BLASTX 

g488571 

216 

1.0e-17 

59 
71 

(U09462) histone H3.2 



[Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46770 

jC-gmro02910067fl0al 

BLASTN 

g3080430 

43 

6.0e-15 

79 
89 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T19P19 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



46771 

jC-gmro02910067g04al 

BLASTX 

g3367788 

333 



7540 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-31 

105 

57 

(AL031154) hypothetical protein [Schizosaccharomyces pombe] 
46772 

jC-gmro02910068a09al 

BLASTX 

g2388566 

382 

9.0e-37 

152 

51 

(AC000098) Similar to Arabidopsis Fe(II) transport protein 
(gb_U27590) . [Arabidopsis thaliana] 

46773 

jC-gmro02910068c01dl 

BLASTX 

g3757522 

189 

3.0e-14 

55 

64 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
46774 

jC-gmro02910068c03al 

BLASTN 

g2760166 

34 

1.0e-09 

54 

51 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK20, complete sequence [Arabidopsis thaliana] 

46775 

jC-gmro02910068e08al 

BLASTX 

g4220477 

228 

7.0e-19 

125 

45 

(AC006069) unknown protein [Arabidopsis thaliana] 
46776 

jC-gmro02910069a03al 

BLASTX 

g!177022 

277 

2.0e-24 

98 
56 

HYPOTHETICAL PROTEIN KIAA0052 



7541 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46777 

jC-gmro02910069a06al 

BLASTX 

g3292833 

259 

2.0e-22 

105 

48 

(AL031018) putative membrane protein [Arabidopsis thaliana] 
46778 

jC-gmro02910069e02al 

BLASTX 

g4415924 

339 

9.0e-32 

138 

46 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46779 

jC-gmro02910069e09dl 

BLASTX 

g2191174 

191 

2.0e-14 
50 
72 

(AF007270) 
thaliana] 



similar to the peptidase family S16 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46780 

jC-gmro02910069fl0dl 

BLASTN 

gl575730 

36 

3.0e-ll 

141 

81 

Glycine max 14-3-3 related protein SGF14D mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46781 

jC-gmro02910069h08al 

BLASTX 

g3913927 

453 

6.0e-62 

149 

82 

ACID BETA-FRUCTOFURANOSIDASE PRECURSOR (ACID 
SUCROSE- 6-PHOSPHATE HYDROLASE) (ACID INVERTASE) (AI) 

(VACUOLAR INVERTASE) >gi_1084382_pir S55521 

beta-fructofuranosidase (EC 3.2.1.26) - fava bean 
>gi_861159_emb_CAA89992_ (Z49831) vacuolar invertase; 
beta-fructofuranosidase [Vicia faba] 



7542 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46782 

jC-gmro02910070b01al 

BLASTX 

gll72584 

373 

3.0e-36 

87 
75 

POLYPHENOL OXIDASE PRECURSOR (PPO) (CATECHOL OXIDASE) 

>gi_107 6478_pir S52984 catechol oxidase (EC 1*10.3.1) 

precursor - apple tree >gi__507280 (L29450) polyphenol 
oxidase [Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46783 

jC~gmro02910070f08al 

BLASTX 

g2642448 

427 

2.0e-42 

108 

23 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi__3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46784 

jC-gmro02910071a08al 

BLASTX 

g4539457 

287 

1.0e-25 

63 
81 

(AL04 9500) heat shock transcription factor-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46785 

jC-gmro02910071g04al 

BLASTX 

g2370232 

250 

3.0e-21 

52 

87 

(AJ001341) putative acyl-CoA oxidase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46786 

jC-gmro02910071g08al 

BLASTX 

gl922964 

260 

7.0e-23 
96 
56 

(AC000106) 
factor (gb 



Similar to Schizosaccharomyces CCAAT -binding 
U88525) . EST gb_T04310 comes from this gene. 



7543 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
46787 

jC-gmro02910072d01al 

BLASTX 

g3292831 

213 

5.0e-17 

145 
34 

(AL031018) 
thaliana] 



putative serine/threonine kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46788 

jC-gmro02910072f01al 

BLASTX 

g2760839 

236 

8.0e-20 

66 

62 

(AC003105) putative receptor kinase 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



46789 

jC-gmro02910072f09al 

BLASTX 

g4191616 

179 

6.0e-13 

50 - 
66 

(AF120334) GTP-binding protein NGB [Homo sapiens] 
46790 

jC-gmro02910072h09al 

BLASTX 

g2618703 

302 

2.0e-27 

66 

82 

(AC002510) putative heat shock transcription factor 
[Arabidopsis thaliana] 

46791 

jC-gmro02910072hlldl 

BLASTX 

g2252630 

173 

3.0e-12 

42 

79 

(U95973) hypothetical protein [Arabidopsis thaliana] 
46792 

jC-gmro02910073h08dl 
BLASTX 



7544 



© 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4063742 
150 

1.0e-09 

55 
53 

(AC005851) putative phaseolin G-box binding protein 
[Arabidopsis thaliana] 

46793 

jC-gmro02910073h09dl 

BLASTX 

g4468978 

326 

3.0e-30 

109 

56 

(AL035605) peroxidase-like protein [Arabidopsis thaliana] 
46794 

jC-gmro02910074al2dl 

BLASTN 

gl9533 

158 

1.0e-83 

294 

88 

M. crystallinum ppcl gene 5 1 region 
46795 

jC-gmro02910074b08al 

BLASTX 

g4490718 

178 

5.0e-13 

47 

72 

(AL035709) bZIP transcription factor-like protein 
[Arabidopsis thaliana] 

46796 

jC-gmro02910074c08al 

BLASTN 

g3318610 

353 

0.0e+00 

516 

93 

Glycine max mRNA for mitochondrial phosphate transporter, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



46797 

jC-gmro02910074d06dl 

BLASTN 

g3193221 

71 

6.0e-32 
140 



7545 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



86 

Glycine max malate dehydrogenase (Mdh-2) gene, nuclear gene 
encoding mitochondrial protein, partial cds 

46798 

jC-gmro02910074e04dl 

BLASTX 

gl311536 

281 

1.0e-25 

60 
83 

(L77969) aquaporin [Spinacia oleracea] 



46799 

jC-gmro02910074e07al 

BLASTN 

gl399449 

176 

3.0e-94 

481 

90 

Lupinus albus beta-tubulin 2 



(TubB2) gene, complete cds 



46800 

jC-gmro02 910074f08al 

BLASTN 

g2288886 

132 

5.0e-68 

429 

62 

Arabidopsis thaliana mRNA for mevalonate diphosphate 
decarboxylase 



46801 

jC-gmro02910074g03al 

BLASTX 

g2673915 

351 

3.0e-33 

103 

62 

(AC002561) putative cytochrome P- 



450 [Arabidopsis thaliana] 



46802 

jC-gmro02910074g03dl 

BLASTX 

g2673915 

197 

2.0e-15 

72 
47 

(AC002561) putative cytochrome P-450 
46803 

jC-gmro02910075a06al 



[Arabidopsis thaliana] 



7546 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4140370 

47 

2.0e-17 

95 
87 

Morus alba 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
(HMGR) gene, complete cds 

46804 

jC-gmro02910075c02dl 

BLASTX 

g4220461 

179 

5-0e-13 

77 
56 

(AC006216) ESTs gb_T75642 and gb_AA650997 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46805 

jC-gmro02910075cl2al 

BLASTN 

g4098318 

227 

1.0e-124 

491 

87 

Triticum aestivum beta-tubulin 1 



(tubbl) mRNA, complete cds 



46806 

jC-gmro02910075d04al 

BLASTN 

g609224 

187 

1.0e-101 

327 

89 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



46807 

jC-gmro02910075d05dl 

BLASTN 

g669002 

141 

2.0e-73 

267 

96 

Glycine max calnexin mRNA, complete cds 
'46808 

jC-gmro02910075e01dl 

BLASTX 

g4218010 

197 



7547 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-15 

82 

50 

(AC006135) putative sugar transporter [Arabidopsis 
thaliana] >gi_4309720_gb_AAD15490__ (AC006439) putative 
sugar transporter [Arabidopsis thaliana] 

46809 

jC-gmro02910075f07dl 

BLASTX 

gl488267 

277 

2.0e-24 

88 
77 

(U57412) low affinity calcium antiporter CAX2 [Arabidopsis 
thaliana] 

46810 

jC-gmst02400001bl0dl 

BLASTN 

g257814 

35 

3.0e-10 

160 

86 

phenylalanine ammonia- lyase [soybeans, mRNA, 1427 nt] 
46811 

jC-gmst02400001d07al 

BLASTN 

g2435504 

39 

1.0e-12 

75 

88 

Chlamydomonas reinhardtii acetolactate synthase mRNA, 
complete cds 

46812 

jC-gmst02400001d09dl 

BLASTN 

g2656024 

43 

8.0e-15 

83 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15E6 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



46813 

jC-gmst02400002d01dl 

BLASTX 

g2842490 

182 

2.0e-13 
54 



7548 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

'Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(AL021749) heat-shock protein [Arabidopsis thaliana] 



46814 

jC-gmst02400003c08dl 

BLASTX 

g4204859 

152 

2.0e-10 

48 

69 

(U55859) heat shock protein 



80 [Triticum aestivum] 



46815 

jC-gmst02400003e07dl 

BLASTX 

g3805960 

244 

1.0e-20 

48 

83 

(Y13771) laccase [Populus balsamifera subsp. 



46816 

jC-gmst02400003gl0dl 

BLASTX 

g2826844 

208 

2.0e-16 

51 

76 

(AJ002237) loxc homologue 



trichocarpa] 



[Lycopersicon esculentum] 



46817 

jC-gmst02400004fllal 

BLASTX 

g2213629 

164 

3.0e-ll 

144 

27 

(AC000103) F21J9.21 [Arabidopsis thaliana] 
46818 

jC-gmst02400005c!2al 

BLASTX 

g3851636 

262 

7.0e-23 
91 
58 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_4128206 
40S ribosome protein S7 [Avicennia marina] 



Seq. No. 
Seq. ID 
Method 



46819 

jC-gmst02400006blldl 
BLASTX 



7549 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4406782 
309 

3.0e-28 

70 
79 

(AC006532) hypothetical protein [Arabidopsis thaliana] 
46820 

jC-gmst02400007bl2al 

BLASTN 

g20412 

88 

6.0e-42 

220 
85 

P.amygdalus mRNA for alpha-tubulin 
46821 

jC-gmst02400007d05dl 

BLASTX 

g2104536 

188 

3.0e-14 

48 
69 

(AF001308) predicted glycosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46822 

jC-gmst02400007h01al 

BLASTX 

g2982452 

182 

2.0e-13 

133 
35 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46823 

jC-gmst02400007h08dl 

BLASTX 

g3924603 

252 

1.0e-21 
75 
64 

(AF069442) 
thaliana] 



putative WD-repeat protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



46824 

jC-gmst02400008a03al 

BLASTX 

g2352812 

236 

1.0e-19 
67 



7550 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

(AF008597) desacetoxyvindoline-4-hydroxylase [Catharanthus 
roseus] 

46825 

jC-gmst02400008b01al 

BLASTN 

gl8764 

235 

1.0e-129 

315 

94 

G.max tefSl gene for elongation factor EF-la 
46826 

jC-gmst02400008b04al 

BLASTX 

g4558678 

180 

5.0e-13 

71 

45 

(AC006586) unknown protein [Arabidopsis thaliana] 
46827 

jC-gmst02400008c02al 

BLASTX 

g3063691 

289 

7.0e-26 

167 

38 

(AL022537) putative protein [Arabidopsis thaliana] 
46828 

jC-gmst02400008e01dl 

BLASTN 

gl399306 

41 

8.0e-14 

155 

88 

Glycine max phosphoinositide-specif ic phospholipase C P25 
mRNA, complete cds 



Seq. No. 46829 

Seq. ID jC-gmst02400008g01al 

Method BLASTN 

NCBI GI g257814 

BLAST score 330 

E value 0.0e+00 

Match length 436 

% identity 96 

NCBI Description phenylalanine ammonia-lyase [soybeans, mRNA, 1427 nt] 

Seq. No. 46830 

Seq. ID jC-gmst02400008h04al 



7551 



Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3832527 

138 

1.0e-71 

378 
89 

Glycine max unknown mRNA 
46831 

jC-gmst02400009c05al 

BLASTX 

g3335378 

359 

4.0e-34 
149 
54 

(AC003028) 
thaliana] 



Myb-related transcription activator [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



46832 

jC-gmst02400009f01al 

BLASTX 

g4567282 

365 

8.0e-35 

89 
78 

(AC006841) putative DNAJ protein [Arabidopsis thaliana] 
46833 

jC-gmst02400009g07al 

BLASTX 

g2317902 

356 

7.0e-34 

132 
62 

(U89959) hypothetical protein [Arabidopsis thaliana] 
46834 

jC-gmst02400010h01dl 

BLASTN 

g450634 

81 

1.0e-37 

238 
89 

Soybean GTP binding protein mRNA, complete cds 
46835 

jC-gmst02400011al2al 

BLASTX 

g2708331 

327 

2.0e-30 

133 

47 



7552 



NCBI Description 



(AF038557) 
thaliana] 



ligand gated channel-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



46836 

jC-gmst02400011b05al 

BLASTX 

g2853087 

182 

2.0e-13 

135 

38 

(AL021768) putative protein [Arabidopsis thaliana] 
46837 

jC-gmst02400011g08dl 

BLASTX 

g3947735 

147 

2.0e-09 

54 

54 

(AJ009720) NL27 [Solanum tuberosum] 
46838 

jC-gmst02400011h09al 

BLASTX 

g4567202 

380 

1.0e-36 

121 
67 

(AC007168) putative myo-inositol 1-phosphate synthase 
[Arabidopsis thaliana] 

46839 

jC-girtst02400014a04al 

BLASTN 

g602564 

64 

9.0e-28 

144 

86 



NCBI Description C.paradisi (Macf) INOl gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46840 

jC-gmst02400014al0dl 

BLASTX 

g4512657 

264 

5.0e-23 

77 

58 

(AC006931) putative APG protein [Arabidopsis thaliana] 
>gi_4544463_gb_AAD22370.1_AC006580_2 (AC006580) putative 
APG isolog protein [Arabidopsis thaliana] 



Seq. No. 



46841 



7553 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmst02400014b07al 

BLASTX 

g3702343 

321 

1.0e^29 

148 

52 

(AC005397) 
thaliana] 



putative homeotic gene regulator [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46842 

jC-gmst02400014d04al 

BLASTX 

g3176714 

232 

3.0e-19 

90 

50 

(AC002392) putative tRNA-splicing endonuclease positive 
effector [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46843 

jC-gmst02400014flldl 

BLASTX 

g3421109 

140 

1.0e-08 
33 
82 

(AF043533) 
thaliana] 



20S proteasome beta subunit PBC2 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



46844 

jC-gmst02400014g09dl 

BLASTX 

g4539395 

142 

1.0e-08 

35 
74 

(AL035526) putative protein 



[Arabidopsis thaliana] 



46845 

jC-gmst02400014h03al 

BLASTX 

g2281639 

491 

1.0e-49 

144 

67 

(AF003100) AP2 domain containing protein RAP2.7 
[Arabidopsis thaliana] 

46846 

jC-gmst02400015bl2al 

BLASTX 

g2833379 



7554 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



340 

4.0e-32 

92 
71 

RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 1 (PHOSPHORIBOSYL 

PYROPHOSPHATE SYNTHETASE 1) (PRS I) >gi_107 6397_pir S51270 

ribose-phosphate pyrophosphokinase (EC 2,7.6,1) - 
Arabidopsis thaliana >gi_633140_emb_CAA58717_ (X837 64) - 
phosphoribosyl diphosphate synthetase [Arabidopsis 
thaliana] >gi_3608149 (AC005314) phosphoribosyl diphosphate 
synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46847 

jC-gmst02400015dllal 

BLASTN 

g602358 

64 

2.0e-27 

196 

89 

P. sativum mRNA for type II chlorophyll a/b binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46848 

jC-gmst02400015d!2al 

BLASTX 

g3540179 

476 

8,0e-48 

164 

53 

(AC004122) putative amino acid permease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46849 

jC-gmst02400015glOal 

BLASTX 

g4558553 

217 

1.0e-17 
78 
59 

(AC007138) 
thaliana] 



putative potassium channel [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46850 

jC-gmst02400016bl2dl 

BLASTX 

g3860250 

171 

4.0e-12 

49 

65 

(AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



46851 

jC-gmst02400016c08dl 



7555 



Method BLASTX 

NCBI GI gl518113 

BLAST score 166 

E value , 1.0e-ll 

Match length 33 

% identity 91 

NCBI Description (U66193) SLL2 [Brassica napus] 



46852 

jC-gmst02400016clOal 

BLASTX 

g3157943 

261 

9.0e-23 

119 

47 

(AC002131) Contains similarity to BAP 31 protein gb_X81816 
from Mus musculus. [Arabidopsis thaliana] 



Seq. No. 46853 

Seq. ID jC-gmst02400016d01al 

Method BLASTX 

NCBI GI g3892057 

BLAST score 612 

E value 8.0e-64 

Match length 144 

% identity 54 

NCBI Description (AC002330) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 46854 

Seq. ID jC-gmst02400016d04al 

Method BLASTX 

NCBI GI g4469025 

BLAST score 174 

E value 6.0e-15 

Match length 74 ^ '< f 

% identity 58 

NCBI Description (AL035602) putative protein [Arabidopsis thaliana] 

Seq. No. 46855 

Seq. ID jC-gmst02400016d09dl 

Method BLASTX 

NCBI GI g4417287 

BLAST score 224 

E value 3.0e-18 

Match length 80 

% identity 54 

NCBI Description (AC007019) unknown protein [Arabidopsis thaliana] 

Seq. No. 46856 

Seq. ID jC-gmst02400016f03al 

Method BLASTX 

NCBI GI g2292907 

BLAST score 388 

E value 2.0e-37 

Match length 164 

% identity 24 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7556 



NCBI Description (Y10099) P-glycoprotein homologue [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46857 

jC-gmst02400016g05al 

BLASTN 

g2961297 

42 

2.0e-14 

187 

81 

Cicer arietinum mRNA for unidentified protein 
46858 

jC-gmst02400016hlOdl 

BLASTX 

g3176671 

218 

1.0e-17 

75 

56 

(AC004393) Contains similarity to hypothetical gene B0495, 
gb_687822 from C. elegans cosmid gb_U21317. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



46859 

jC-gmst02400017c08dl 

BLASTX 

g3953471 

272 

5.0e-24 

72 

62 

(AC002328) F2202.16 [Arabidopsis thaliana] 
46860 

jC-gmst02400018b07al 

BLASTX 

g4406782 

357 

6.0e-34 

100 

70 

(AC006532) hypothetical protein [Arabidopsis thaliana] 
46861 

jC-gmst02400018c03al 

BLASTN 

gl8764 

277 

1.0e-154 

365 

94 

G.max tefSl gene for elongation factor EF-la 
46862 

jC-gmst02400018c04dl 
BLASTX 



7557 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3746060 
254 

2.0e-22 

76 

70 

(AC005311) unknown protein [Arabidopsis thaliana] 
46863 

jC-gmst02400018clldl 

BLASTX 

g3600031 

203 

6.0e-16 

68 
62 

(AF080119) similar to 2, 4-dihydroxyhept-2-ene-l, 7-dioic 
acid aldolases [Arabidopsis thaliana] 

46864 

jC-gmst02400018eQ|al 

BLASTN 

g!8551 

241 

1.0e-133 

293 

96 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 


46865 


Seq. ID 


jC-gmst02400018elOal 


Method 


BLASTX 


NCBI GI 


g3901091 


BLAST score 


343 


E value 


3.0e-32 


Match length 


86 


% identity 


69 


NCBI Description 


(AJ006305) arbuscular 


Seq. No. 


46866 


Seq. ID 


jC-gmst02400018f05dl 


Method 


BLASTX 


NCBI GI 


g2191144 


BLAST score 


269 


E value 


1.0e-23 


Match length 


90 


% identity 


53 


NCBI Description 


(AF007269) A_IG002N01. 




thaliana] 


Seq. No. 


46867 


Seq, ID 


jC-gmst02400018f06al 


Method 


BLASTX 


NCBI GI 


g2191144 


BLAST score 


346 


E value 


1.0e-32 


Match length 


116 



[Arabidopsis 



7558 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

(AF007269) A_IG002N01 . 24 gene product [Arabidopsis 
thaliana] 

46868 

jC-gmst02400018g03dl 

BLASTX 

g3600031 

191 

1.0e-14 

69 

61 

(AF080119) similar to 2, 4-dihydroxyhept-2-ene-l, 7-dioic 
acid aldolases [Arabidopsis thaliana] 

46869 

jC-gmst02400018g05al 

BLASTX 

g2529707 

420 

2.0e-41 

132 

62 

(AF001434) Hpast [Homo sapiens] 
46870 

jC-gmst02400018gl2al 

BLASTX 

g4455217 

180 

8.0e-14 

66 

50 

(AL035440) Avr9 elicitor response like protein [Arabidopsis 
thaliana] 

46871 

jC-gmst02400018h09dl 

BLASTN 

gl70046 

44 

1.0e-15 

88 
96 

Glycine max protein kinase 



(PK6) mRNA, complete cds 



46872 

jC-gmst02400020a04al 

BLASTX 

g2245138 

469 

4.0e-47 

110 

83 

(Z97344) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



46873 



7559 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmst02400020b02al 

BLASTN 

g3264604 

73 

1.0e-32 

129 
89 

Zea mays ribosomal protein L25 mRNA, partial cds 
46874 

jC-gmst02400020dg04dl 

BLASTX 

g3024135 

254 

7.0e-22 

91 

59 

PUTATIVE SEPTUM SITE-DETERMINING PROTEIN MIND 
>gi_22244 67_dbj_BAA57951_ (AB001684) cell division 
inhibitor MinD [Chlorella vulgaris] 



Seq. No. 46875 

Seq. ID jC-gmst02400020f03al 

Method BLASTX 

NCBI GI g3182996 

BLAST score 306 

E value 7.0e-28 

Match length 153 

NCBI^esc^iption TRANSLATION INITIATION FACTOR EIF-2B BETA SUBUNIT (EIF-2B 
GDP-GTP EXCHANGE FACTOR) (S20I15) >gi_1117954 (U40756) 
S20115 [Fugu rubripes] 

Seq. No. 46876 

Seq. ID jC-gmst02400020g07al 

Method BLASTN 

NCBI GI gl575730 

BLAST score 39 

E value 4.0e-13 

Match length- 119 

% identity 83 

NCBI Description Glycine max 14-3-3 related protein SGF14D mRNA, complete 
cds 



Seq. No. 46877 

Seq. ID jC-gmst02400020g08al 

Method BLASTX 

NCBI GI g3068717 

BLAST score 310 

E value 2.0e-28 

Match length 90 

% identity 67 

NCBI Description (AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 46878 

Seq. ID jC-gmst02400020gl2al 

Method BLASTX 



7560 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3036796 
441 

1.0e-43 

154 

60 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805858_emb_CAA21478_ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46879 

jC-gmst02400023a04dl 

BLASTX 

g3924605 

259 

1.0e-22 
60 
73 

(AF069442) 
thaliana] 



putative inhibitor of apoptosis [Arabidopsis 



Seq. No. 46880 

Seq. ID jC-gmst02400023dl2al 

Method BLASTX 

NCBI GI g4262174 

BLAST score 536 

E value 6.0e-55 

Match length 140 

% identity 68 

NCBI Description (AC005508) 9058 [Arabidopsis thaliana] 

Seq. No. 46881 

Seq. ID jC-gmst02400023f01dl 

Method BLASTX 

NCBI GI g4220480 

BLAST score 205 

E value 4.0e-16 

Match length 95 

% identity 41 . 
NCBI Description (AC006069) unknown protein [Arabidopsis thaliana] 

Seq. No. 46882 

Seq. ID jC-gmst02400023f08al 

Method BLASTX 

NCBI GI gl652733 

BLAST score 398 

E value 9.0e-39 

Match length 136 

% identity 57 

NCBI Description (D90908) glycogen operon protein GlgX [Synechocystis sp.J 



Seq. No. 46883 

Seq. ID jC-gmst02400024bllal 

Method BLASTX 

NCBI GI g2598575 

BLAST score 106 

E value 8.0e-10 

Match length 86 



7561 



% identity 45 

NCBI Description (Y15293) MtN21 [Medicago truncatula] 

Seq. No. 46884 

Se q. ID jC-gmst02400024el2al 

Method BLASTN 

NCBI GI g296408 

BLAST score 153 

E value 9\0e-81 

Match length 245 

% identity 92 

NCBI Description G.max ADR12 mRNA 

46885 

jC-gmst02400025blldl 
BLASTX 
g3559805 
145 

4.0e-09 
46 
50 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46886 

jC-gmst02400026e08al 

BLASTX 

g3858939 

225 

2.0e-18 

129 

47 

(AL021636) serine/threonine protein kinase like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46887 

jC-gmst02400026e09al 

BLASTX 

g!495251 

388 

1.0e-37 

104 

74 

(Z70314) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46888 

jC-gmst02400026f07al 

BLASTX 

g4432866 

112 

1.0e-18 

160 
36 

(AC006300) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 



46889 



7562 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



jC-gmst02400027e02al 

BLASTX 

gll09699 

298 

6.0e-27 
125 
46 

(X83381) 



gibberellin 20-oxidase [Arabidopsis thaliana] 



46890 

jC-gmst02400027e02dl 

BLASTX 

gll09697 

218 

1.0e-17 

66 

58 

(X83380) gibberellin 20-oxidase [Arabidopsis thaliana] 
46891 

jC-gmst02400027flOal 

BLASTX 

g3953478 

182 

3.0e-13 

56 
57 

(AC002328) F2202.23 [Arabidopsis thaliana] 
46892 

jC-gmst02400028dl2al 

BLASTX 

g2252840 

385 

3.0e-37 

125 

57 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 

46893 

jC-gmst02400029bl2al 

BLASTX 

g3892056 

281 

1.0e-26 

79 
74 

(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 
46894 

jC-gmst02400029c01al 

BLASTX 

g3335375 

157 

2.0e-10 
35 



7563 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

(AC003028) putative amidase [Arabidopsis thaliana] 
46895 

jC-gmst02400029c07al 

BLASTN 

g2317899 

235 

1.0e-129 

343 

92 

Glycine max Sali3-2 mRNA, complete cds 
46896 

jC-gmst02400029f02al 

BLASTX 

g2497702 

162 

6.0e-ll 

140 
35 

OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 

>gi_2121019j?ir 140710 outer membrane lipoprotein - 

Citrobacter freundii >gi_717136 (U21727) lipocalin 
precursor [Citrobacter freundii] 

46897 

jC-gmst02400029f08al 

BLASTX 

g3702317 

153 

4.0e-10 

52 

56 

(AC005397) unknown protein [Arabidopsis thaliana] 
>gi_4559376_gb_AAD23036.1_AC006526_l (AC006526) unknown 
protein [Arabidopsis thaliana] 

46898 

jC-gmst02400029g02al 

BLASTX 

g4204268 

695 

2.0e-73 

148 

81 

(AC005223) 62134 [Arabidopsis thaliana] 
46899 

jC-gmst02400029gl0al 

BLASTN 

g2317899 

151 

1.0e-79 

255 

90 

Glycine max Sali3-2 mRNA, complete cds 



7564 



oeq . imo • 


46900 


beq. iu 




Method 


BLASTX 


NCBI GI 


g3293031 


BLAST score 




E value 




Match length 


y i 


% identity 


Of* 


NCBI Description 


f A Tfin*7 R 7 A \ ami nn ari H 


Corf \T/"\ 

oeq. jno . 




Seq. ID 




i v Jc LX1UU. 


BLASTN 


NCBI GI 


g3869075 


BLAST score 


36 


E value 


1.0e-10 


Match length 


88 


% identity 


85 


NCBI Description 


Arabidopsis thaliana 



[Ricinus communis] 



PI clone: 



MXK3, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46902 

jC-gmst02400029hllal 

BLASTX 

g3168840 

217 

5.0e-18 

67 

61 

(U88711) copper homeostasis factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46903 

jC-gmst02400030a07dl 

BLASTX 

g3297816 

527 

7.0e-54 

137 

76 

(AL031032) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46904 

jC-gmst02400030b07al 

BLASTN 

g456713 

123 

6.0e-63 

171 

27 

Glycine max gene for ubiquitin f complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



46905 

jC-gmst02400030bl0dl 

BLASTX 

g2146731 

190 



7565 



E value 
Match length 
% identity 
: |5CBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-15 

81 

52 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U49453) rofl [Arabidopsis thaliana] 

46906 

jC-gmst02400030f01al 

BLASTX 

g4539452 

602 

1.0e-62 

140 

76 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

46907 

jC-gmst02400030f01dl 

BLASTX 

g3287696 

146 

2.0e-09 

43 

65 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gbJD86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 

[Arabidopsis thaliana] 

46908 

jC-gmst02400030f02al 

BLASTX 

g3096947 

273 

4.0e-24 

118 

54 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 

46909 

jC-gmst02400030h04al 

BLASTX 

g2499945 

369 

6.0e-36 

124 

67 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5' -PHOSPHATE 

DECARBOXYLASE >gi_1076363_pir S46440 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5 1 -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_443818_emb_CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 



7566 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46910 

jC-gmst02400031c04al 

BLASTN 

g2264367 

37 

3.0e-ll 

73 

88 

Arabidopsis thaliana BAC F6P23 from chromosome IV, top arm, 
complete sequence [Arabidopsis- thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46911 

jC-gmst02400031d01al 

BLASTX 

g3775997 

612 

9.0e-64 

160 

75 

(AJ010462) RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46912 

jC-gmst02400031elldl 

BLASTN 

g607187 

92 

4.0e-44 

196 
87 

S.hamata mRNA for low affinity sulphate transporter 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
"E value 
Match length 
% identity 
NCBI Description 



46913 

jC-gmst02400031g02al 

BLASTX 

g3273243 

352 

1.0e-33 

87 

48 

(AB004660) NLS receptor [Oryza sativa] 

>gi_3273245_dbj_BAA31166_ (AB004814) NLS receptor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46914 

jC-gmst02400031gl0al 

BLASTX 

g3047089 

161 

5.0e-ll 

64 

50 

(AF058826) contains similarity to 
synthases [Arabidopsis thaliana] 



pseudouridylate 



Seq. No. 
Seq. ID 
Method 



46915 

jC-gmst02400032a08al 
BLASTX 



7567 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!706956 
399 

6.0e-39 

126 

67 

(U58283) 



cellulose synthase [Gossypium hirsutum] 



46916 

jC-gmst02400032c03dl 

BLASTX 

g4204285 

429 

3.0e-42 

126 

59 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46917 

jC-gmst02400032e05al 

BLASTX 

g3063465 

350 

4.0e-33 

101 

72 

(AC003981) F22013.27 



[Arabidopsis thaliana] 



46918 

jC-gmst02400032h03al 

BLASTN 

g607187 

166 

3.0e-88 

434 

85 

S.hamata mRNA for low affinity sulphate transporter 
46919 

jC-gmst02400033b03al 

BLASTX 

g4314370 

173 

3.0e-12 

54 

74 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
46920 

jC-gmst02400033c03dl 

BLASTX 

g3046700 

199 

3.0e-15 

74 

55 

(AJ005261) cytidine deaminase [Arabidopsis thaliana] 



7568 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_3093276_emb_CAA06671_ (AJ005687) cytidine deaminase 
[Arabidopsis thaliana] >gi_4191787 (AC005917) putative 
cytidine deaminase [Arabidopsis thaliana] 

46921 

jC-gmst02400033e06al 

BLASTN 

g607904 

35 

2.0e-10 

83 

86 

Solanum chacoense PI 320287 abscisic stress ripening 
protein mRNA, partial cds 

46922 

jC-gmst02400033f06al 

BLASTX 

g2275210 

315 

5.0e-29 

142 

46 

(AC002337) peptidyl-prolyl cis-trans isomerase- isolog 
[Arabidopsis thaliana] 

46923 

jC-gmst02400033h02al 

BLASTX 

g2829870 

295 

1.0e-26 

147 

51 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
46924 

jC-gmst02400034c08d2 

BLASTX 

g3402749 

177 

6.0e-13 

90 

16 

(AL031187) putative protein [Arabidopsis thaliana] 
46925 

jC-gmst02400034d06d2 

BLASTX 

g!076634 

325 

4.0e-30 

81 

74 

protein-serine/threonine kinase NPK15 - common tobacco 
>gi_505146_dbj_BAA06538_ (D31737) protein-serine/threonine 
kinase [Nicotiana tabacum] 



7569 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46926 

jC-gmst02400036bl0al 

BLASTN 

gl053215 

244 

1.0e-135 

268 

98 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46927 

jC-gmst02400036d06d2 

BLASTX 

g2511576 

165 

1.0e-ll 

46 

67 

(Y13177) multicatalytic endopeptidase 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46928 

jC-gmst02400037f04al 

BLASTX 

g3702314 

358 

3.0e-34 

104 

66 

(AC002535) similar to SWI/SNF complex subunit BAF170 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46929 

jC-gmst02400039b01al 

BLASTX 

g3805956 

451 

6.0e-45 

106 

74 

(Y13769) laccase [Populus balsamifera subsp. 



trichocarpa] 



46930 

jC-gmst02400039e01al 

BLASTX 

g4567209 

199 

3.0e-30 

105 

64 

(AC007168) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



46931 

jC-gmst02400039e04al 
BLASTX 



7570 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3367517 
481 

2.0e-48 

153 

52 

(AC004392) 
gi_3128187 
gb_N97083, 



Similar to F4I1.26 putative beta-glucosidase 
from A. thaliana BAC gb_AC004521. ESTs 
gb_F19868 and gb_F15482 come from this gene. 



[Arabidopsis thaliana] 
46932 

jC-gmst02400040a07al 

BLASTX 

g2853072 

294 

1.0e-26 

76 

74 

(AL021768) putative protein [Arabidopsis thaliana] 
46933 

jC-gmst 0240004 Oclldl 

BLASTX 

g3341687 

141 

1.0e-08 

44 

66 

(AC003672) putative ras protein [Arabidopsis thaliana] 
46934 

jC-gmst02400040e02al 

BLASTN 

g313723 

75 

6.0e-34 

155 

87 

P. sativum hemC mRNA for hydroxymethylbilane synthase 
46935 

jC-gmst02400040flOal 

BLASTN 

g602564 

80 

4.0e-37 

248 

83 

C.paradisi (Macf) INOl gene 
46936 

jC-gmst02400041h05al 

BLASTN 

g!399304 

48 

3.0e-18 
48 



7571 



% identity 100 

NCBI Description Glycine max phosphoinositide-specif ic phospholipase C P13 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46937 

jC-gmst02400042c08al 

BLASTX 

g4567248 

256 

3.0e-22 

108 

47 

(AC007070) unknown protein [Arabidopsis thaliana] 
46938 

jC-gmst02400042g06al 

BLASTX 

g4249411 

355 

9.0e-34 

100 
67 

(AC006072) unknown protein [Arabidopsis thaliana] 
46939 

jC-gmst02400043a06al 

BLASTX 

g3785997 

330 

9.0e-31 

120 

55 

(AC005499) putative annexin [Arabidopsis thaliana] 
46940 

jC-gmst02400043b02al 

BLASTX 

g3738302 

224 

2.0e-18 

58 

69 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46941 

jC-gmst02400043c05al 

BLASTX 

g3033381 

600 

2.0e-62 
139 
83 

(AC004238) 
thaliana] 



putative UDP-galactose-4-epimerase [Arabidopsis 



7572 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46942 

jC-gmst02400043c06al 

BLASTX 

g4104561 

397 

1.0e-38 

124 
62 

(AF036960) subtilisin-like protease [Glycine max] 
46943 

jC-gmst02400043c09al 

BLASTX 

g4539383 

218 

1.0e-17 

109 

35 

(AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46944 

jC-gmst02400044c04al 

BLASTX 

g2213629 

377 

2.0e-49 

145 

61 

(AC000103) F21J9.21 [Arabidopsis thaliana] 
46945 

jC-gmst02400044d06dl 

BLASTX 

gl31385 

172 

2.0e-12 

42 
74 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



46946 

jC-gmst02400044f04al 

BLASTN 

g3885514 

49 

6.0e-19 

89 
89 

Medicago sativa clone MS 5 6 unknown mRNA 
46947 

jC-gmst02400044g01dl 

BLASTN 

g949872 



7573 



BLAST score 
E value 
Match length- 
% identity & 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



253 

1.0e-140 

305 

96 

G.max DNA for EF-Tu chloroplast specific protein 



46948 

jC-gmst02400045d06al 

BLASTX 

g3021279 

102 

7.0e-09 

88 

43 

(AL022347) serine/threonine kinase 



[Arabidopsis thaliana] 



46949 

jC-gmst0240004 6bllal 

BLASTN 

g21002 

55 

1.0e-22 

121 
9 

Bean DNA for glycine-rich cell wall protein GRP 



1.8 



46950 

jC-gmst02400046glldl 

BLASTX 

g3046695 

174 

1.0e-12 

74 

51 

(AL022224) putative protein [Arabidopsis thaliana] 
46951 

jC-gmst02400046gl2dl 

BLASTX 

g3786009 

192 

1.0e-14 

49 

76 

(AC005499) unknown protein [Arabidopsis thaliana] 
46952 

jC-gmst02400046h03al 

BLASTN 

gl277163 

112 

3.0e-56 
193 

91 , i , 

Glycine max cysteine proteinase inhibitor mRNA, partial cds 



Seq. No. 



46953 



7574 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmst02400047cllal 

BLASTX 

g3776564 

456 

2.0e-45 
165 
55 

(AC005388) 
gi_3075397 
thaliana] 



Similar to hypothetical protein T1D16.16 
from A. thaliana BAC gb_AC004484. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46954 

jC-gmst02400047d06al 

BLASTX 

g309673 

162 

1.0e-ll 

62 

66 

(L19651) light harvesting protein 



[Pisum sativum] 



46955 

jC-gmst02400047el2al 

BLASTX 

g3913439 

193 

7.0e-15 

43 

8 6 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1498080 (U64927) S-adenosylmethionine 
decarboxylase [Ipomoea nil] 



46956 

jC-gmst02400047f02dl 

BLASTN 

g3510345 

82 

3.0e~38 

214 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNJ8 , complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 



46957 

jC-gmst02400047f08al 

BLASTN 

gl438878 

236 

1.0e-130 

311 
95 

Glycine max choline kinase GmCKlp mRNA, complete cds 
46958 

jC-gmst02400047f09al 
BLASTX 



7575 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3913420 
530 

4.0e-54 

128 

77 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1421752 (U60592) S-adenosylmethionine 
decarboxylase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46959 

jC-gmst02400047g05al 

BLASTX 

g4115382 

204 

5.0e-27 

156 

47 

(AC005967) hypothetical protein [Arabidopsis thalxana] 
46960 

jC-gmst02400048g04al 

BLASTX 

g3702340 

158 

1.0e-10 

43 

74 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
46961 

jC-gmst02400049a07al 

BLASTX 

g4234953 

279 

9.0e-25 
139 

44 . 1 

(AF098970) NBS-LRR-like protein cD7 [Phaseolus vulgaris] 

46962 

jC-gmst02400049c07al 

BLASTX 

g3540180 

498 

2.0e-50 

154 

65 

(AC004122) Unknown protein [Arabidopsis thaliana] 



Seq. No. 46963 

Seq. ID jC-gmst02400049c07dl 

Method BLASTX 

NCBI GI g3540180 

BLAST score 220 

E value 8.0e-18 

Match length 50 

% identity 80 



7576 



NCBI Description (AC004122) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46964 

jC-gmst02400049g04dl 

BLAST N 

g4490734 

83 

1.0e-38 

214 
85 

Arabidopsis thaliana DNA chromosome 4, 
project) 



BAC clone (ESSA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46965 

jC-gmst02400049h07dl 

BLASTX 

gll71577 

239 

4.0e-20 

88 

57 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46966 

jC-gmst02400050c01dl 

BLASTX 

g4512705 

160 

7.0e-ll 

70 

57 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46967 

jC-gmst02400050d01al 

BLASTX 

g4510383 

357 

7.0e-34 

110 

69 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46968 

jC-gmst02400050f06al 

BLASTX 

g3402754 

424 

1.0e-41 

146 

57 

(AL031187) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



46969 

jC-gmst02400050fllal 
BLASTX 



7577 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2160756 
288 

1.0e-25 

170 

39 

(U96879) CLV1 receptor kinase [Arabidopsis thaliana] 
46970 

jC-gmst02400050h08al 

BLASTX 

g4544389 

385 

4.0e-37 

153 
56 

(AC007047) putative homeodomain protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46971 

jC-gmst02400051c05al 

BLASTX 

g4262153 

178 

5.0e-13 

121 

37 

(AC005275) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



46972 

jC-gmst02400051d03al 

BLASTX 

g2270994 

257 

3.0e-22 

82 

57 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
46973 

jC-gmst02400051e08dl 

BLASTX 

g3695392 

220 

8.0e-18 

62 

63 

(AF096371) No definition line found [Arabidopsis thaliana] 
46974 

jC-gmst02400051f02dl 

BLASTX 

gl653665 

176 

1.0e-12 

86 

42 



7578 



NCBI Description (D90915) peptide chain release factor [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46975 

jC-gmst02400052a05al 

BLASTX 

g3377850 

156 

3.0e-10 

39 
85 

(AF076274) contains simlarity to Canis familiaris signal 
peptidase complex 25 kDa subunit (GB:U12687) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46976 

jC-gmst02400052d05al 

BLASTN 

gl706955 

83 

4.0e-39 

183 

86 

Gossypiuiti hirsutum cellulose synthase (celAl) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46977 

jC-gmst02400052gl0al 

BLASTN 

gl8551 

398 

0.0e+00 

402 

100 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 


46978 


Seq. ID 


jC-gmst02400053a04dl 


Method 


BLASTX 


NCBI GI 


g3885327 


BLAST score 


168 


E value 


8.0e-12 


Match length 


50 


% identity 


60 


NCBI Description 


(AC005623) hypotheti 


Seq. No. 


46979 


Seq. ID 


jC-gmst02400053f09dl 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


79 


E value 


1.0e-36 


Match length 


279 


% identity 


87 


NCBI Description 


Glycine max ribulose 



subunit mRNA, complete cds 



7579 



Seq. No. 46980 

Seq. ID jC-gmst02400054al0al 

Method BLASTX 

NCBI GI g4538939 

BLAST score 423 

E value 1.0e-41 

Match length 141 

% identity 62 

NCBI Description (AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 

Seq. No. 46981 

Seq. ID jC-gmst02400054c05al 

Method BLASTX 

NCBI GI g2979554 

BLAST score 373 

E value 1.0e-35 

Match length 99 

% identity 69 

NCBI Description (AC003680) CDC4 like protein [Arabidopsis thaliana] 

Seq. No. 46982 

Seq. ID jC-gmst02400054cl2al 

Method BLASTX 

NCBI GI g3402704 

BLAST score 214 

E value 5.0e-17 

Match length 140 

% identity 33 

NCBI Description (AC004261) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 46983 

Seq. ID jC-gmst02400054d01dl 

Method BLASTN 

NCBI GI g576506 

BLAST score 47 

E value 3.0e-17 

Match length 123 

% identity 85 

NCBI Description Pisum sativum outer membrane protein (IAP75) mRNA, complete 
cds 

Seq. No. 46984 

Seq. ID jC-gmst02400054g04al 

Method BLASTX 

NCBI GI g4559333 

BLAST score 193 

E value 1.0e-14 

Match length 94 

% identity 53 

NCBI Description (AC007087) unknown protein [Arabidopsis thaliana] 

Seq. No. 46985 

Seq. ID jC-gmst02400054h07al 

Method BLASTX 

NCBI GI g3831442 

BLAST score 256 



7580 



E value 
Match length 
% identity 
NCBI Description 



4.0e-22 

103 

42 

(AC005819) homeobox-leucine zipper protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score , 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



46986 

jC-gmst02400055b06al 

BLASTX 

g2288887 

233 

1.0e-19 

96 

62 

(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb_CAA7 6803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC005499) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 

46987 

jC-gmst02400055fllal 

BLASTX 

g3695392 

296 

9.0e-27 

146 

48 

(AF096371) No definition line found [Arabidopsis thaliana] 
46988 

jC-gmst02400055g03al 

BLASTX 

g2351099 

361 

2.0e-34 

129 

51 

(AB006812) endonuclease III homologue [Mus musculus] 
>gi_2407946_emb_CAA70866_ (Y09688) endonuclease III 
homologue 1 [Mus musculus] >gi_3219302_dbj_BAA2884 6_ 
(AB009371) homologue of endonuclease III [Mus musculus] 

46989 

jC-gmst02400056a05al 

BLASTX 

g2149955 

261 

4.0e-44 

126 

72 

(U97023) putative aquaporin-1 [Phaseolus vulgaris] 
46990 

jC-gmst02400056b08al 

BLASTX 

g3150406 



7581 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



244 

8.0e-21 

112 
46 

(AC004165) putative indole-3-acetate 
beta-glucosyltransferase [Arabidopsis thaliana] 

46991 

jC-gmst02400056elldl 

BLASTN 

g558924 

102 

4.0e-50 

230 

86 

Lupinus albus geranylgeranyl pyrophosphate synthase (ggpsl) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46992 

jC-gmst02400056f07dl 

BLASTX 

g3152583 

199 

2.0e-15 

49 
69 

(AC002986) Contains similarity to inhibitor of apoptosis 
protein gb_U45881 from D. melanogaster . [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46993 

jC-gmst02400057a03al 

BLASTX 

g2245115 

188 

5.0e-14 

79 
51 

(Z97343) unnamed protein product [Arabidopsis thaliana] 
46994 

jC-gmst02400057a09al 

BLASTX 

g2947063 

306 

7.0e-28 

145 

50 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



46995 

jC-gmst02400057b04al 

BLASTX 

g2827992 

373 

4.0e-36 



7582 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



91 
66 

(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 
46996 

jC-gmst02400057c02al 

BLASTX 

g2498979 

147 

3.0e-09 

68 

43 

TRANSCRIPTION INITIATION FACTOR TFIID 150 KD SUBUNIT 

(TAFII-150) (TAFII150) >gi_627172_pir A54063 TATA-binding 

protein-associated factor II - fruit fly (Drosophila sp.) 
>gi_541665_emb_CAA55830_ (X79243) dTAF II 150 [Drosophila 
melanogaster] 

46997 

jC-gmst02400057e02al 

BLASTX 

g4220482 

459 

1.0e-45 

162 
55 

(AC006069) hypothetical protein [Arabidopsis thaliana] 
46998 

jC-gmst02400057gl0al 

BLASTX 

g3176660 

277 

2.0e-24 

65 

77 

(AC004393) Similar to ERECTA receptor protein kinase 
gb_U47029 from A. thaliana. [Arabidopsis thaliana] 

46999 

jC-gmst02400057h07al 

BLASTX 

g2980782 

548 

3.0e-56 

161 

69 

(AL022198) hypothetical protein [Arabidopsis thaliana] 
47000 

jC-gmst02400058c07al 

BLASTX 

g4406763 

280 

7.0e-25 

84 

65 



7583 



NCBI Description (AC006836) unknown protein [Arabidopsis thaliana] 

Seq. No. 47001 

Seq. ID jC-gmst02400058e04dl 

Method BLASTX 

NCBI GI gl914683 

BLAST score 267 

E value 2.0e-23 

Match length 87 

% identity 63 

NCBI Description (Y12013) RAD23, isoform I [Daucus carota] 

Seq. No. 47002 

Seq. ID jC-gmst02400058f08al 

Method BLASTX 

NCBI GI g3063445 

BLAST score 329 

E value 7.0e-31 

Match length 107 

% identity 52 

NCBI Description (AC003981) F22013.7 [Arabidopsis thaliana] 

Seq. No. 47003 

Seq. ID jC-gmst02400058f08dl 

Method BLASTX 

NCBI GI g3063445 

BLAST score 264 

E value 5.0e-23 

Match length 96 

% identity 57 

NCBI Description (AC003981) F22013.7 [Arabidopsis thaliana] 

Seq. No. 47004 

Seq. ID jC-gmst02400058gl2al 

Method BLASTX 

NCBI GI g3426048 

BLAST score 278 

E value 8.0e-25 

Match length 97 

% identity 58 

NCBI Description (AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 

Seq. No. 47005 

Seq. ID jC-gmst02400060cllal 

Method BLASTX 

NCBI GI g2735256 

BLAST score 156 

E value 3.0e-10 

Match length 78 

% identity 39 

NCBI Description (U89683) protein kinase [Lycopersicon esculentum] 

Seq. No. 47006 

Seq. ID jC-gmst02400060e06al 

Method BLASTX 

NCBI GI g3860247 



7584 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



344 

1.0e-32 

72 
88 

(AC005824) unknown protein [Arabidopsis thaliana] 
47007 

jC-gmst02400060g08al 

BLASTN 

g2924728 

57 

3.0e-23 

199 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXH1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47008 

jC-gmst02400060h04al 

BLASTX 

g4455275 

269 

1.0e-23 

132 

45 

(AL035527) putative protein [Arabidopsis thaliana] 



47009 

jC-gmst02400061e01al 

BLASTX 

g2160544 

564 

4.0e-58 

168 

61 

(U63652) ent-kaurene synthase A 



[Pisum sativum] 



47010 

jC-gmst02400061g07al 

BLASTX 

g4210449 

417 

3.0e-41 

102 
79 

(AB016471) ARR1 protein [Arabidopsis thaliana] 
47011 

jC-gmst02400062b08al 

BLASTX 

g3183401 

289 

7.0e-26 

159 

43 

PUTATIVE ZINC- PROTEASE C2E11.12C >gi_3395558_emb_CAA20142_ 
(AL031180) protease, possible pheromone response 



7585 



[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47012 

jC-gmst02400062d02dl 

BLASTX 

gl911822 

200 

2.0e-15 

82 
50 

(S83425) glycosylasparaginase alpha beta {EC 
[Spodoptera frugiperda, Sf9, Peptide, 320 aa] 
frugiperda] 



3.5.1.26} 

[Spodoptera 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47013 

jC-gmst02400062d04dl 

BLASTX 

g3080375 

150 

9.0e-10 

64 

48 

(AL022580) putative protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47014 

jC-gmst02400062e!2al 

BLASTX 

g2529685 

379 

2.0e-36 

79 

94 

(AC002535) putative dimethyladenosine transferase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47015 

jC-gmst02400062f04dl 

BLASTX 

g!708924 

179 

3.0e-13 

39 

87 

MALATE OXIDOREDUCTASE (MALIC ENZYME) (ME) (NADP- DEPENDENT 
MALIC ENZYME) (NADP-ME) >gi_515759 (L34836) malate 
dehydrogenase (NADP+) [Vitis vinifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47016 

jC-gmst02400063b04al 

BLASTN 

gl69360 

122 

6.0e-62 

283 
88 

P. vulgaris PVPK-1 protein, complete cds 



7586 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47017 

jC-gmst02400063bl0al 

BLASTX 

g4220529 

360 

2.0e-34 

107 

64 

(AL035356) putative protein [Arabidopsis thaliana} 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47018 

jC-gmst024 00063c04dl 

BLASTX 

g2827709 

346 

1.0e-32 

136 
27 

(AL021684) predicted protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47019 

jC-gmst02400063d06al 

BLASTN 

g4324966 

224 

1.0e-123 

248 

98 

Glycine max ADP-ribosylation factor mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47020 

jC-gmst02400063g02al 

BLASTX 

g2342724 

450 

6.0e-49 

162 

64 

(AC002341) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47021 

jC-gmst02400063hlldl 

BLASTX 

g2160180 

140 

1.0e-08 

30 

80 

(AC000132) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



47022 

jC-gmst02400064gl2dl 

BLASTX 

g584825 

233 

2.0e-19 
45 



7587 



% identity 93 

NCBI Description B2 PROTEIN >gi_322726_pir_S32124 B2 protein - carrot 
>gi_297889_emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 



Seq. No. 47023 

Seq. ID jC-gmst02400064hlldl 

Method BLASTX 

NCBI GI g2344891 

BLAST score 238 

E value 6.0e-20 

Match length 110 

% identity 43 , 
NCBI Description (AC002388) hypothetical protein [Arabidopsis thalianaj 

Seq. No. 47024 

Seq. ID jC-gmst02400065a02dl 

Method BLASTX 

NCBI GI g3935183 

BLAST score 177 

E value 8.0e-13 

Match length 92 

% identity 47 

NCBI Description (AC004557) F17L21.26 [Arabidopsis thaliana] 

Seq. No. 47025 

Seq. ID jC-gmst02400065a08dl 

Method BLASTX 

NCBI GI g2244759 

BLAST score 365 

E value 7.0e-35 

Match length 72 

% identity 89 . . 

NCBI Description (Z97335) selenium-binding protein [Arabidopsis thalianaj 

Seq. No. 47026 

Seq. ID jC-gmst0240£)065d05a2 

Method BLASTX 

NCBI GI gl707998 

BLAST score 485 

E value 7.0e-49 

Match length 124 



% identity /y 

NCBI Description SERINE HYDROXYMET HYLTRANS FERAS E , MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE H Y DROX YME T HYLTRANS FERAS E) 

(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransf erase [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



47027 

jC-gmst02400065dlla2 

BLASTX 

g3367520 

406 

5.0e-41 
128 



7588 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(AC004392) Similar to protein kinase APK1A, 
tyrosine-serine-threonine kinase gb_D12522 from A. 
thaliana. [Arabidopsis thaliana] 

47028 

jC-gmst02400065dlldl 

BLASTX 

g4580398 

304 

1.0e-27 

101 
58 

(AC007171) 
thaliana] 



putative protein kinase APK1A [Arabidopsis 



47029 

jC-gmst02400065h09dl 

BLASTX 

g585338 

214 

2.0e-17 

58 
76 

ADENYLATE KINASE B {ATP-AMP TRANS PHOSPHORYLASE) 
>gi_391879_dbj_BAA01181_ (D10335) adenylate kinase-b [Oryza 
sativa] 

47030 

jC-gmst02400065hl0dl 

BLASTX 

g3212610 

175 

1.0e-12 

53 
60 

Chain A, Sulfite Oxidase From Chicken Liver 
>gi_3212611_pdb_lSOX__B Chain B, Sulfite Oxidase From 
Chicken Liver 



Seq. No* 47031 

Seq. ID jC-gmst02400066b04a2 

Method BLASTX 

NCBI GI g3687223 

BLAST score 318 

E value 2,0e-34 

Match length 136 

% identity 64 

NCBI Description (AC005169) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 47032 

Seq. ID jC-gmst02400066blldl 

Method BLASTX 

NCBI GI g4510363 

BLAST score 146 

E value 2.0e-09 

Match length 38 



7589 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



74 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



47033 

jC-gmst02400066d!2a2 

BLASTN 

g2443750 

34 

2.0e-09 

54 

91 

Arabidopsis thaliana fumarase 



(FUM1) gene, complete cds 



47034 

jC-gmst02400066e09a2 

BLASTX 

g3142298 

160 

7.0e-ll 

123 

34 

(AC002411) Strong similarity to protein SBT1 gb_X98929 from 
Lycopersicum esculentum. [Arabidopsis thaliana] 



47035 

jC-gmst02400066e09dl 

BLASTX 

g!483177 

280 

4.0e-25 

112 
50 

(D86598) antifreeze-like protein 



(af70) [Picea abies] 



47036 

jC-gmst02400066h08a2 

BLASTX 

g3329366 

151 

8.0e-10 

38 
79 

(AF031243) nodule-specific protein Nlj70 [Lotus japonicus] 
47037 

jC-gmst02400066hl0a2 

BLASTX 

g2098707 

194 

8.0e-15 

76 

53 

(U82974) pectinesterase [Citrus sinensis] 
47038 

jC-gmst02400066hlOdl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2098709 

249 

2.0e-21 

64 

67 

(U82975) 



pectinesterase [Citrus sinensis] 



47039 

jC-gmst02400067a08al 

BLASTX 

g4263790 

382 

5.0e-37 

153 

63 

(AC006068) putative ch-TOG protein [Arabidopsis thaliana] 
47040 

jC-gmst02400067d07al 

BLASTN 

g456713 

462 

0. Oe+OQ 

474 

29 

Glycine max gene for ubiquitin, complete cds 
47041 

jC-gmst02400067e01al 

BLASTX 

gl518540 

736 

3*0e-78 

163 

82 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
47042 

jC-gmst02400067f06dl 

BLASTX 

g3643607 

235 

8.0e-20 

52 

88 

(AC005395) unknown protein [Arabidopsis thaliana] 
47043 

jC-gmst02400067f07dl 

BLASTX 

g2529686 

238 

5.0e-20 

101 

49 

(AC002535) putative G-beta-repeat containing protein, 5 f 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



partial [Arabidopsis thaliana] 
47044 

jC-gmst02400069a02al 

BLASTN 

g456567 

78 

6.0e-36 

149 

91 

Pisum sativum ubiquitin conjugating enzyme (UBC4), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47045 

jC-gmst02400069c09dl 

BLASTX 

g2146731 

165 

6.0e-12 

46 

67 

FK506-binding protein - Arabidopsis thaliana >gi_1354 207 
(U49453) rofl [Arabidopsis thaliana] 

47046 

jC-gmst02400069e01dl 

BLASTX 

g466160 

219 

7.0e-18 

50 

84 

HYPOTHETICAL 9.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi_630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 

47047 

jC-gmst02400069g02dl 

BLASTN 

g3452136 

60 

2.0e-25 

84 

93 

Glycine max mRNA for glucose-6-phosphate-dehydrogenase, 
partial 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47048 

jC-gmst02400069h05al 

BLASTN 

gl053215 

390 

0.0e+00 

412 

99 

Glycine max chlorophyll a/b-binding protein 



(cab3) mRNA, 



7592 




nuclear gene encoding chloroplast protein, complete cds 

Seq. No. 47049 

Seq. ID jC-gmst02400069h08al 

Method BLASTX 

NCBI GI g2274993 

BLAST score 228 

E value 1.0e-18 

Match length 81 

% identity 44 

NCBI Description (AJ000230) unnamed protein product [Hordeum vulgare] 
47050 

jC-gmst02400069hl0al 
BLASTN 
gl70065 
411 

0.0e+00 
439 
18 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 

Seq, No. 47051 

Seq. ID jC-gmst02400070hllal 

Method BLASTX 

NCBI GI g3461835 

BLAST score 684 

E value 4.0e-72 

Match length 178 

% identity 72 . ^ . 

NCBI Description (AC005315) putative protein kinase [Arabidopsis thaliana] ^ 

>gi_3927840 (AC005727) putative protein kinase [Arabidopsxs 

thaliana] 

Seq. No. 47052 

Seq. ID jC-gmst02400071b02al 

Method BLASTX 

NCBI GI g3746069 

BLAST score 128 

E value 3.0e-10 

Match length 113 

% identity 37 

NCBI Description (AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] 

Seq. No. 47053 

Seq. ID jC-gmst02400071bllal 

Method BLASTX 

NCBI GI g3004564 

BLAST score 560 

E value 9.0e-58 

Match length 142 

% identity 75 

NCBI Description (AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7593 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47054 

jC-gmst02400071bl2al 

BLASTX 

g2129651 

542 

2.0e-55 

166 

65 

myosin heavy chain ATM2 
>gi_4 9904 5_emb_CAA8 4 0 6 5_ 
thaliana] 



■ Arabidopsis thaliana (fragment) 
(Z34292) myosin [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47055 

jC-gmst02400071fllal 

BLASTN 

gl8834 

190 

1.0e-102 

474 

85 

H.brasiliensis HMGR1 mRNA for 3-hydroxy-3-methylglutaryl 
coenzyme A reductase 

47056 

jC-gmst02400071h04al 

BLASTN 

g938299 

34 

4.0e-10 

54 
91 

V.ungiculata mRNA for unknown protein (A3 gene) 
47057 

jC-gmst02400072a02al 

BLASTX 

gl717755 

405 

2.0e-39 

116 

66 

TROPINONE REDUCTASE HOMOLOG (P29X) >gi__539028_pir C48674 

tropinone reductase homolog - jimsonweed >gi_424158 
(L20475) 29kDa protein; high homology to aa sequence of 
tropinone reductases [Datura stramonium] 

47058 

jC-gmst02400072a06al 

BLASTX 

g2462749 

196 

4.0e-15 

57 
63 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 



7594 





Seq. No. 


47059 




Seq. ID 


jC-gmst0240UQ7znllal 




Method 


BLASTX 




NCBI GI 


g3236249 




BLAST score 


130 




E value 


5.0e-ll 




Match length 


65 




% identity 


52 




NCBI Description 


(AC004684) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


47060 




Seq. ID 


jC-gmst02400073al2al 




Method 


BLASTX 




NCBI GI 


g2462763 




BLAST score 


329 




E value 


1.0e-30 




Match length 


112 




% identity 


59 


in 


NCBI Description 


(AC002292) Highly similar to auxin-induced protein 






(aldo/keto reductase family) [Arabidopsis thaliana] 


r„ 


Seq. No. 


47061 


=4s 


Seq. ID 


jC-gmst02400073d03al 




Method 


BLASTN 


M< 


NCBI GI 


gl008880 




BLAST score 


99 


y ~~ 


E value 


3.0e-48 


] ~ 


Match length 


201 




% identity 


90 




NCBI Description 


Phaseolus vulgaris eukaryotic initiation factor 5 (elF- 






gene, complete cds 




Seq. No. 


47062 




Seq. ID 


jC-gmst02400073d04al 




Method 


BLASTX 




NCBI GI 


g3461817 




BLAST score 


585 




E value 


1.0e-60 




Match length 


171 




% identity 


63 




NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 




Seq. No. 


47063 




Seq. ID 


jC-gmst02400073f05al 




Method 


BLASTX 




NCBI GI 


g2088659 




BLAST score 


289 




E value 


6.0e-26 




Match length 


77 




% identity 


77 




NCBI Description 


(AF002109) unknown protein [Arabidopsis thaliana] 




Seq. No. 


47064 




Seq. ID 


jC-gmst02400073g07al 




Method 


BLASTX 




NCBI GI 


g4220445 




BLAST score 


226 



7595 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-18 

119 
5 

(AC006216) Similar to gi_3004555 F19F24.14 salt inducible 
protein homolog from Arabidopsis thaliana BAC gb_AC003673. 
[Arabidopsis thaliana] 

47065 

jC-gmst024'00074a05al 

BLASTX 

g4206209 

636 

1.0e-66 

136 

82 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi__4263042_gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 

47066 

jC-gmst02400074b03dl 

BLASTN 

gl370204 

38 

6.0e-12 

91 
91 

L.japonicus mRNA for small GTP-binding protein, RAN1B 
47067 

jC-gmst02400074bl0dl 

BLASTX 

g4469025 

181 

2.0e-13 

45 
69 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47068 

jC-gmst02400074d05al 

BLASTX 

g4539414 

197 

5.0e-17 

135 
53 

(AL049524) 
thaliana] 



putative subtilisin-like protease [Arabidopsis 



Seq* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



47069 

jC-gmst02400074h03dl 

BLASTX 

g3445238 

511 

5.0e-52 
131 



7596 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(AL022347) putative protein [Arabidopsis thaliana] 
>gi_3451059_emb_CAA20455.1_ (AL031326) putative protein 
[Arabidopsis thaliana] 

47070 

jC-gmst02400075fl0dl 

BLASTX 

g2760612 

190 

3.0e-14 

78 
46 

(AB002414) cyclophilin-type peptidyl-prolyl cis-trans 
isomerase [Halobacterium cutirubrum] 

47071 

jC-gmst 0240007 6a04dl 

BLASTX 

g3702328 

242 

2.0e-20 

53 

81 - , 

(AC005397) putative cytochrome b5 [Arabidopsis thalxana] 

47072 

jC-gmst02400076a08al 

BLASTX 

g3860321 

269 

1.0e-23 

82 

70 

(AJ012687) beta-galactosidase [Cicer arietinum] 
47073 

jC-gmst02400076bl2al 

BLASTX 

g4490735 

436 

4.0e-43 

128 

63 

(AL035708) putative protein [Arabidopsis thaliana] 
47074 

jC-gmst02400076c01al 

BLASTN 

gll73641 

286 

1.0e-160 

431 

96 

Glycine max lipoxygenase (lox7) mRNA, complete cds 



Seq. No. 



47075 



7597 



Seq. ID jC-gmst02400076c06al 

Method BLASTN 

NCBI GI gl8764 

BLAST score 429 

E value 0.0e+00 

Match length 437 

% identity 100 

NCBI Description G.max te£Sl gene for elongation factor EF-la 
47076 

jC-gmst02400076gllal 
BLASTN 
g4098318 
185 

1.0e-99 

385 

Triticum aestivum beta-tubulin 1 (tubbl) mRNA, complete 
47077 

jC-gmst02400076h04al 
BLASTX 
g3096920 
411 

4.0e-40 
88 
85 

(AL023094) putative ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

Seq. No. 47078 

Seq. ID jC-gmst02400076h09al 

Method BLASTX 

NCBI GI g3176689 

BLAST score 348 

E value 7.0e-33 

Match length 146 

% identity 48 

NCBI Description (AC003671) Contains similarity to ubiquitm 

carboxyl-terminal hydrolase 14 gb_Z35927 from S. 
cerevisiae. [Arabidopsis thaliana] 

47079 

jC-gmst02400077allal 
BLASTX 
g3252807 
141 

1.0e-08 

133 
32 

(AC004705) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 47080 

Seq. ID jC-gmst02400077c03al 

Method BLASTX 

NCBI GI g3805845 

BLAST score 528 - 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7598 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-54 

129 

74 

(AL031986) 



putative protein [Arabidopsis thaliana] 



47081 

jC-gmst02400077c05al 

BLASTX 

g2270994 

410 

3.0e-40 

134 

55 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
47082 

jC-gmst02400077c05dl 

BLASTX 

g2270994 

184 

6.0e-14 

62 
55 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
47083 

jC-gmst02400077cl2dl 

BLASTN 

g!944190 

295 

1.0e-165 

299 
100 

Glycine max mRNA for nodulin 35, complete cds 
47084 

jC-gmst02400077fl2al 

BLASTX 

g2149640 

192 

2.0e-14 

141 
35 

(U91995) Argonaute protein [Arabidopsis thaliana] 
47085 

jC-gmst02400078a07al 

BLASTX 

g2114104 

517 

9.0e-53 

130 

74 

(AB003590) sulfate transporter [Arabidopsis thaliana] 
>gi_2114106_dbj_BAA20085_ (AB003591) sulfate transporter 
[Arabidopsis thaliana] 



7599 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
^ % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47086 

jC-gmst02400078d06dl 

BLASTX 

g2459412 

309 

2.0e-28 

130 

47 

(AC002332) putative G9a protein [Arabidopsis thaliana] 
47087 

jC-gmst02400078d07al 

BLASTN 

g3869065 

48 

6.0e-18 

96 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K24M7, complete sequence [Arabidopsis thaliana] 

47088 

jC-gmst02400078f03dl 

BLASTN 

g525331 

42 

3.0e-14 

122 

84 

Pisum sativum Alaska alpha-tubulin (TubAl) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47089 

jC-gmst02400078g06al 

BLASTX 

g2864618 

210 

1.0e-16 

75 

55 

(AL021811) putative protein [Arabidopsis thaliana] 
47090 

jex700903039.hl 

BLASTN 

g3241923 

39 

9.0e-13 

47 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMN10, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



47091 

jex700903134.hl 

BLASTN 

gl778371 



7600 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

1.0e-29 

117 

91 

Glycine max asparagine synthetase 1 (AS1) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47092 

jex700903280.hl 

BLASTX 

g4432821 

281 

2.0e-25 

79 

68 

(AC006593) putative transmembrane protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



47093 

jex700903293.hl 

BLASTX 

g2765093 

157 

6.0e-ll 

73 
51 

(Y10983) putative cytochrome P450 [Glycine max] 
47094 

jex700903384.hl 

BLASTX 

g4262186 

163 

8.0e-12 

43 
70 

(AC005508) Highly similar to cullin 3 [Arabidopsis 
thaliana] 

47095 

jex700903424.hl 

BLASTX 

g3158476 

282 

2.0e-25 

67 

82 

(AF067185) aquaporin 2 [Samanea saman] 
47096 

jex700903441.hl 

BLASTX 

g2541876 

153 

2.0e-10 

64 
53 



7601 



NCBI Description 



(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47097 

jex700903448.hl 

BLASTN 

gl695691 

104 

1.0e-51 

184 

89 

Pisum sativum mRNA for diminuto, complete cds 
47098 

jex700903459.hl 

BLASTX 

g3047117 

210 

4.0e-17 

59 
75 

(AF058919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 

47099 

jex700903567.hl 

BLASTX 

g3482977 

185 

1.0e-17 

57 
86 

(AL031369) putative protein [Arabidopsis thaliana] 
47100 

jex700903587.hl 

BLASTX 

g2244981 

145 

2.0e-18 

71 

64 

(Z97340) similarity to proline-rich protein APG - 
Arabidopsis [Arabidopsis thaliana] 

47101 

jex700903616.hl 

BLASTX 

g3935167 

199 

7.0e-16 

43 
86 

(AC004557) F17L21.10 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



47102 

jex700903632.hl 



7602 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll71161 

181 

9.0e-14 

67 

51 

(U41472) pectate lyase homolog [Medicago sativa] 



47103 

jex700903633.hl 

BLASTN 

g2282583 

72 

2.0e-32 

163 

90 

Zea mays elongation factor 1-alpha 
cds 



(EF1-A) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



47104 

jex700903639.hl 

BLASTN 

g516853 

40 

2.0e-13 

60 
35 

Soybean SUBI-2 gene for ubiquitin, 



47105 

jex700903657.hl 

BLASTN 

g2598656 

103 

5.0e-51 

135 

94 

Vicia faba mRNA 



complete cds 



for elongation factor 1-alpha (EFl-a) 



47106 

jex700903754.hl 

BLASTX 

g!477565 

170 

2.0e-12 

80 

5 

(U50078) p532 [Homo sapiens] 

>gi_4557026_ref_NP_003913.1_pHERCl_ hect (homologous to the 
E6-AP (UBE3A) carboxyl terminus) domain and RCC1 
(CHCl)-like domain (RLD) 

47107 

jex700903821.hl 

BLASTN 

g3378649 

80 



7603 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. I-D 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-37 

160 

88 

M.sativa mRNA translated from abscisic activated gene 
47108 

jex700903843.hl 

BLASTX 

g2708743 

160 

2.0e-ll 

72 

32 

(AC003952) putative Tal-l-like reverse transcriptase 
[Arabidopsis thaliana] 



47109 

jex700903859.hl 

BLASTN 

gl262439 

98 

5.0e-48 

237 

86 

Glycine max lipoxygenase 



(vlxC) mRNA, complete cds 



47110 

jex700903967.hl 

BLASTX 

g3702332 

152 

2.0e-10 

72 

39 

(AC005397) unknown protein 



[Arabidopsis thaliana] 



47111 

jex700904050.hl 

BLASTN 

g4468192 

111 

9.0e-56 

139 

95 

Glycine max mRNA for inosine monophosphate dehydrogenase 
47112 

jex700904070.hl 

BLASTN 

gl8551 

55 

3.0e-22 

171 

87 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



7604 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47113 

jex700904089.hl 

BLASTX 

g2642159 

187 

7.0e-19 

80 
62 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4 151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] 

47114 

jex700904115.hl 

BLASTX 

g4455232 

96 

1.0e-08 

64 
58 

(AL035523) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47115 

jex700904153.hl 

BLASTX 

g546360 

140 

5.0e-ll 

67 
61 

(S70187) ferric leghemoglobin reductase, FLbR [Glycine 
max=soybeans, Merr, nodules, Peptide, 523 aa] [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47116 

jex700904154.hl 

BLASTX 

g3047095 

172 

8.0e-13 

47 

68 

(AF058826) similar to eukaryotic protein kinase domains 
(Pfam: pkinase.hmm, score: 72.39) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47117 

jex700904174.hl 

BLASTX 

g3080420 

229 

2.0e-19 

80 

53 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 



47118 



7605 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jex700904181.hl 

BLASTX 

g2828296 

244 

3.0e-21 

61 

75 

(AL021687) RNase 



L inhibitor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



47119 

jex700904217.hl 

BLASTX 

g4138265 

444 

2.0e-44 

91 
82 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 

47120 

jex700904230.hl 

BLASTX 

g4432867 

243 

6.0e-21 

88 

49 

(AC006300) putative dnaJ-like protein [Arabidopsis 
thaliana] 

47121 

jex700904271.hl 

BLASTX 

g2344898 

227 

5.0e-19 

39 

100 

(AC002388) 60S ribosomal protein L30 isolog [Arabidopsis 
thaliana] 

47122 

jex700904295.hl 

BLASTN 

g242461 

48 

4.0e-18 

80 

90 

loxA=lipoxygenase [Glycine max= soybeans, Merr . cv. Williams , 
mRNA, 1897 nt] 

47123 

jex700904303.hl 

BLASTX 

gl750376 



7606 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



324 

2.0e-30 

85 
78 

(U80808) ubiquitin activating enzyme [Arabidopsis thaliana] 
>gi_3150409 (AC004165) ubiquitin activating enzyme (UBA1) 
[Arabidopsis thaliana] 



Seq. No. 


47124 


Seq. ID 


jex700904319.nl 


Method 


BLASTX 


NCBI GI 


g2979556 


BLAST score 


176 


E value 


4 . Qe-13 


Match length 


72 


% identity 


50 


NCBI Description 


(ACOOoooO) unknown protein LAraoiaopsis tnaxianaj 


Seq. No. 


47125 


Seq. ID 


jex700904341 .hi 


Method 


BLASTX 


NCBI GI 


g4218120 


BLAST score 


293 


E value 


7.0e-27 


Match length 


83 


% identity 


66 


NCBI Description 


(AL035353) Proline-rich APG-like protein [Arabidopsis 




thaliana] 


Seq. No. 


47126 


Seq. ID 


jex700904427.hl 


Method 


BLASTX 


NCBI GI 


g4262240 


BLAST score 


289 


E value 


2.0e-26 


Match length 


83 


% identity 


64 


NCBI Description 


(AC006200) putative stress protein [Arabidopsis thaliana] 


Seq. No. 


47127 


Seq. ID 


jex700904457.hl 


Method 


BLASTX 


NCBI GI 


gl890331 


BLAST score 


335 


E value 


9.0e-32 


Match length 


83 


% identity 


69 


NCBI Description 


(Y10275) L-3-phosphoserine phosphatase [Homo sapiens] 


Seq. No. 


47128 


Seq. ID 


jex700904466.hl 


Method 


BLASTX 


NCBI GI 


g4263722 


BLAST score 


111 


E value 


3.0e-12 


Match length 


73 


% identity 


51 



7607 




LN^Ol UcbUIiptlUu 


farOOn"???^ mitativ£» aliican svnthase TArabidoDsis thalianal 


beg. no. 


4 / 1Z _7 


beq. iu 






J_5 It-AO X IN 


NCBI GI 


g3559806 


BLAST score 


87 


Cj value 


9 n<=— 41 

Z . Ufe? 1 


jyjatcn iengun 


9^Q 

ZO _7 


% identity 






A-rahH rinn<? i <=; thai i ana mRNA for nuclear orotein HCF136 


beg. jno. 


*± / IjU 


Qorr m 




J. v ifc5 LI1UU 




NCBI GI 


g398598 


BLAST score 


67 


Hi ValUc 


9 fi^-9 Q 

^•Uc Z 27 


Match length 


1 9 "3 
IZj 


% identity 




jNUni ue scrip cion 


H. ■ nypUGnOIlOXlaOUo .IjIILJJZ rllll IILl\_n._-_ 


beq. wo. 




oeq. ijj 




Method 


JDli/\b 1 A 


NCBI GI 


g4510397 


BLAST score 


287 


E value 


4 . ue - zo 


Match length 


Q C 
0 0 


% identity 


D / 


jnuoi Description 


/z^p^^^^Rft7^ -run-i-a-t-i tt« nranrAMP? 7— MP"^9 r Arahi HriDc* H q tha 1 i anal 


Seq. No. 


4 /lo__ 


beg. iu 


j ex / uuyu - JJ- 1 .in 




DT acfnv 


JNOol bl 


yzu o / juu 


BLAST score 


189 


E value 


1.0e-14 


Match length 


JO 


% identity 


Q O 


NCBI Description 


vACUU__oj-?j putative Airz aoinain*~conuaininy protein 




Liiraijiaopsis tnaiicincij 


beq. jno. 


4 / 1 jj 


beq. ijj 


j ex / uu^urtooft . in 


jyietnou 


DT aQTY 

Dlji-iQ 1 A 


NCBI GI 


g2194119 


BLAST score 


278 


E value 


a n__— 9R 
4 . ue __ 3 


Match length 


0 o 


-6 identity 


ol 


iM^Ol JJco Ol XL> L-J-vJli 


^a^ , ^^9^^ : i9^ Wn Hpf ■! ni ti nn i -i np fnnnH TATahidoDsis thalianal 


Seq. No. 


47134 


Seq. ID 


jex700904595.hl 


Method 


BLASTX 


NCBI GI 


g3128228 



7608 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



214 

1.0e-17 

45 
89 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

47135 

jex700904638.hl 

BLASTX 

g3033399 

215 

1.0e-17 

82 

6 

(AC004238) hypothetical protein [Arabidopsis thaliana] 
47136 

jex700904654.hl 
BLASTX 



NCBI GI 


g4544399 


BLAST score 


133 


E value 


3.0e-16 


Match length 


79 


% identity 


58 


NCBI Description 


(AC007047) putative beta- 




thaliana] 


Seq. No. 


47137 


Seq. ID 


jex700904655.nl 


Method 


BLASTN 


NCBI GI 


g21016 


BLAST score 


64 


E value 


4.0e-28 


Match length 


100 


% identity 


91 


NCBI Description 


P. vulgaris loxA gene for 


Seq. No. 


47138 


Seq. ID 


jex700904656.hl 


Method 


BLASTN 


NCBI GI 


gll73641 


BLAST score 


55 


E value 


3.0e-22 


Match length 


198 


% identity 


85 


NCBI Description 


Glycine max lipoxygenase 


Seq. No. 


47139 


Seq. ID 


jex700904660.hl 


Method 


BLASTX 


NCBI GI 


g3335351 


BLAST score 


162 


E value 


1.0e-ll 


Match length 


52 


% identity 


16 



mRNA, complete cds 



7609 



# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



(AC004512) Similar to ERECTA receptor protein kinase 
gb_D83257 from A. thaliana. ESTs gb_T41629 and gb_AA58 6072 
come from this gene. [Arabidopsis thaliana] 

47140 

jex700904696.hl 

BLASTX 

g4063760 

271 

3.0e-24 

82 

60 

(AC005561) putative POL3 protein [Arabidopsis thaliana] 
47141 

jex700904768.hl 

BLASTN 

gl70091 

165 

6.0e-88 

248 

92 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 

47142 

jex700904776.hl 

BLASTX 

g3337350 

173 

3.0e-27 

82 
82 

(AC004481) putative permease [Arabidopsis thaliana] 
47143 

jex700904781.hl 

BLASTX 

g4512698 

208 

5.0e-35 

81 

83 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
47144 

jex700904787.hl 

BLASTN 

g2662346 

86 

8.0e-41 

165 

89 

Oryza sativa mRNA for EF-1 alpha, complete cds 
47145 

jex700904810.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTN 

g2264311 

61 

7.0e-26 

141 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLN1, complete sequence [Arabidopsis thaliana] 



PI clone: 



47146 

jex700904856.hl 

BLASTX 

g4325339 

396 

7.0e-39 

89 

74 

(AF128392) No definition line found [Arabidopsis thaliana] 
47147 

jex700904884.hl 

BLASTX 

g4539452 

243 

5.0e-21 

80 

57 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

47148 

jex700904885.hl 

BLASTN 

g2245073 

38 

4.0e-12 

111 

90 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

47149 

jex700904910.hl 

BLASTX 

g4432855 

240 

1.0e-20 

64 

78 

(AC006300) unknown protein [Arabidopsis thaliana] 
47150 

jex700904913.hl 

BLASTX 

g4490737 

177 

3.0e-13 
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Match length 78 

% identity 32 

NCBI Description (AL035708) putative protein [Arabidopsis thaliana] 

Seq. No. 47151 

Seq. ID jex700904949.hl 

Method BLASTX 

NCBI GI g533256 

BLAST score 166 

E value 4.0e-12 

Match length 4 9 

% identity 59 

NCBI Description (L27101) pectinesterase [Petunia inflata] 

Seq. No. 47152 

Seq. ID jex700904960.hl 

Method BLASTX 

NCBI GI g2997613 

BLAST score 280 

E value 1.0e-25 

Match length 84 

% identity 69 

NCBI Description (AF035438) CUM1 [Cucumis sativus] 

Seq. No. 47153 

Seq. ID jex700904976.hl 

Method BLASTX 

NCBI GI gl213629 

BLAST score 199 

E value 8.0e-19 

Match length 64 

% identity 72 

NCBI Description (X95991) pectinesterase [Prunus persica] 

Seq. No. 47154 

Seq. ID jex700904978.hl 

Method BLASTX 

NCBI GI g3426038 

BLAST score 259 

E value 7.0e-23 

Match length 82 

% identity 66 

NCBI Description (AC005168) unknown protein [Arabidopsis thaliana] 

Seq. No. 47155 

Seq. ID jex700905031.hl 

Method BLASTX 

NCBI GI g3482973 

BLAST score 268 

E value 7.0e-24 

Match length 85 

% identity 72 

NCBI Description (AL031369) putative protein [Arabidopsis thaliana] 

Seq. No. 47156 

Seq. ID jex700905035.hl 

Method BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



gll65322 
143 

2.0e-09 

39 

72 

(U44838) extensin [Glycine max] 
47157 

jex700905286.hl 

BLASTX 

g3643599 

209 

7.0e-21 

70 

73 

(AC005395) putative trytophanyl-tRNA synthetase 
[Arabidopsis thaliana] 

47158 

jex700905306.hl 

BLASTX 

g3377797 

259 

8.0e-23 

66 

79 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

47159 

jex700905312.hl 

BLASTX 

g4105697 

263 

3.0e-23 

72 
69 

(AF049870) thaumatin-like protein [Arabidopsis thaliana] 
47160 

jex700905352.hl 

BLASTX 

g3892046 

330 

4.0e-31 

87 

74 

(AC002330) predicted protein destination factor 
[Arabidopsis thaliana] 

47161 

jex700905368.hl 

BLASTX 

g3004565 
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BLAST score 


144 


E value 


z . ue-uy 


Match length 


*3 A 

34 


% identity 


13 


NCBI Description 


(AC003673) putative protein kinase [Arabidopsis thaliana. 


Seq. No. 


47162 


beq. lu 


3 ex /uuyuo^^u . nx 


Metnoa 


dLHoIa 


NCBI GI 


g4544422 


BLAST score 


214 


E value 


l . Ue-l / 


Match length 


*7 *7 

77 


% identity 


58 


NCBI Description 


(AC006955) putative fimbrin [Arabidopsis thaliana] 


Seq. No. 


47163 


Seq. ID 


3 ex /uuyuo4ou.ni 


Method 


BLAbTN 


NCBI GI 


g21002 


BLAST score 


33 


E value 


3 . Qe-09 


Match length 


45 


% identity 


17 


NCBI Description 


Bean DNA for glycine-rich cell wall protein GRP 1.8 


Seq. No. 


47164 


Seq. ID 


jex7u0y054y0 .nl 


Method 


BLAST N 


NCBI GI 


g!518539 


BLAST score 


164 


E value 


2 . Oe-87 


Match length 


172 


% identity 


99 


NCBI Description 


Glycine max UDP— glucose dehydrogenase mRNA, complete cds 


Seq. No. 


47165 


Seq. ID 


3 ex7 00 905 4 95. hi 


Method 


BLASTN 


NCBI GI 


gl575730 


BLAST score 


151 


E value 


1.0e-79 


Match length 


155 


% identity 


99 


NCBI Description 


Glycine max 14-3-3 related protein SGF14D mRNA, complete 




cds 


Seq. No* 


47166 


Seq. ID 


j ex /OUyOool / . nl 


Method 


BLAS TX 


JNUBl bl 


-yiocoi yii 


BLAST score 


179 


E value 


2.0e-13 


Match length 


56 


% identity 


61 


NCBI Description 


(AC005275) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47167 

jex700905586.hl 

BLASTX 

g4469020 

361 

8.0e-35 

85 
78 

(AL035602) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47168 

jex700905626.hl 

BLASTX 

g2317902 

194 

3.0e-15 

62 

53 

(U89959) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47169 

jex700905673.hl 

BLASTX 

g2826842 

317 

1.0e-29 

80 
71 

(AJ002236) loxc homologue [Lycopersicon pimpine Hi folium] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47170 

jex700905679.hl 

BLASTX 

g2244866 

215 

9.0e-18 

66 

65 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47171 

jex700905683.hl 

BLASTX 

g3128168 

189 

1.0e-14 

76 

50 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



47172 

jex700905717.hl 

BLASTX 

g3250679 

123 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-ll 

46 

72 

(AL024486) putative protein [Arabidopsis thaliana] 
47173 

jex70Q905821.hl 

BLASTX 

gl209703 

194 

2.0e-31 

86 

78 

(U40489) maize gll homolog [Arabidopsis thaliana] 
47174 

jex700905840.hl 
BLASTX 
g3004555 . 
185 

8.0e-30 

123 

23 

(AC003673) similar to salt inducible protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47175 

jex700905866.hl 

BLASTX 

g3643607 

192 

2.0e-32 

84 

59 

{AC005395) unknown protein [Arabidopsis thaliana] 
47176 

jex700905928.hl 

BLAST N 

g21306 

46 

6.0e~17 

118 

85 

S.oleracea mRNA for photosystem II 22kDa protein 
47177 

jex700905940.hl 

BLASTN 

g310575 

53 

4.0e-21 

193 

85 

Glycine max nodulin-26 mRNA, complete cds 



Seq. No. 



47178 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jex700905990.hl 

BLASTX 

g3413424 

150 

4.0e-10 

75 

47 

(AJ006309) hypothetical protein [Arabidopsis thaliana] 
47179 

jex700906021.hl 

BLASTN 

g457572 

122 

3.0e-62 

253 
91 

V.angularis mRNA for endo-xyloglucan transferase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47180 

jex700906046.hl 

BLASTX 

g2760837 

385 

1.0e-37 

87 
79 

(AC003105) putative cytochrome P450 [Arabidopsis thaliana] 
47181 

jex700906065.hl 

BLASTX 

g4530126 

143 

3.0e-09 

56 

48 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



47182 

jex700906170.hl 

BLASTX 

g3341694 

145 

1.0e-09 

69 

57 

(AC003672) PREG-like protein 
47183 

jex700906181.hl 

BLASTX 

g2979543 

285 

6.0e~26 



[Arabidopsis thaliana] 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 
78 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
47184 

jex700906193.hl 

BLASTX 

g4314359 

301 

8.0e-28 

78 
74 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
47185 

jex700906279.hl 

BLASTX 

g2464855 

214 

1.0e-17 - 

50 

74 

(Z99707) myb-related protein [Arabidopsis thaliana] 
47186 

jex700906296.hl 

BLASTX 

g3334259 

261 

4.0e-23 

85 

62 

WD-40 REPEAT PROTEIN MSI4 >gi_2599092 (AF028711) WD-40 
repeat protein MS I 4 [Arabidopsis thaliana] 

47187 

jex700906317.hl 

BLASTX 

g3193293 

237 

3.0e-20 

75 

57 

(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB : AC000375) 
[Arabidopsis thaliana] 

47188 

jex700906435.hl 

BLASTX 

g3600036 

374 

3.0e-36 

91 

75 

(AF080119) contains similarity to protein kinase domains 
(Pfam: pkinase.hmm, score: 227.04) [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47189 

jex700906445.hl 

BLASTN 

g3176097 

80 

3.0e-37 

224 

83 

Medicago truncatula mRNA for annexin 
47190 

jex700906471.hl 

BLASTX 

g2865427 

120 

1.0e-10 

85 

41 

(AF039372) polyprotein [Arabidopsis thaliana] 
47191 

jex700906487.hl 

BLASTX 

g3152731 

297 

3.0e-27 

60 

95 

(AF056325) myo-inositol 1-phosphate synthase; INOl [Hordeum 
vulgare] 

47192 

jex700906508.hl 

BLASTX 

g2961352 

285 

7.0e-26 

69 

72 

(AL022140) putative protein [Arabidopsis thaliana] 
47193 

jex700906556.hl 

BLASTX 

g575603 

171 

1.0e-12 

65 

48 

(D42064) cationic peroxidase isozyme 38K precursor 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



47194 

jex700906681.hl 

BLASTX 

g2829901 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



244 

4.0e-21 

59 

81 

(AC002311) putative 10kd chaperonin [Arabidopsis thaliana] 
47195 

jex700906701.hl 

BLASTX 

gl009234 

258 

8.0e-23 

55 

89 

(L38829) SUP2 gene product [Nicotiana tabacum] 
47196 

jex700906703.hl 

BLASTX 

g2979562 

298 

2.0e-27 

89 

66 

(AC003680) unknown protein [Arabidopsis thaliana] 
>gi_3386623 (AC004665) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



47197 

jex700906770.hl 

BLASTX 

g3096910 

374 

3.0e-36 

86 

78 

(AJ005813) neoxanthin cleavage enzyme [Arabidopsis 
thaliana] 

47198 

jex700906783.hl 

BLASTX 

g4468986 

172 

1.0e-12 

73 

45 

(AL035605) putative protein [Arabidopsis thaliana] 
47199 

jex700906814.hl 

BLASTN 

gl431628 

36 

6.0e-ll 

36 
100 
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II 



NCBI Description V.radiata mRNA for pectinacetyiesterase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



47200 

jex700906911.hl 

BLASTN 

g2369713 

79 

1.0e-36 

175 

89 

Beta vulgaris cDNA for elongation factor 



47201 

jex700906914.hl 

BLASTX 

g2462134 

230 

2.0e-19 

85 

51 

(Y13368) reverse transcriptase 



[Beta vulgaris] 



47202 

jex700906936.hl 

BLASTX 

g3668088 

219 

4.0e-18 

85 
58 

(AC004667) G9a-like protein [Arabidopsis thaliana] 
47203 

jex700906985.hl 

BLASTX 

g3152590 

214 

1.0e-17 

71 
62 

(AC002986) Similar to protein serine/threonine kinase NPK15 
gb_D31737 from Nicotiana tabacum. [Arabidopsis thaliana] 

47204 

jex700906991.hl 

BLASTX 

g4191782 

406 

4.0e-40 

83 
87 

(AC005917) WD-40 repeat protein [Arabidopsis thaliana] 
47205 

jex700907016.hl 

BLASTN 

g886099 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



CI • 

189 

1.0e-102 

221 
96 

Glycine max putative water channel protein (Pipl) mRNA, 
complete cds 

47206 

jex700907090.hl 

BLASTX 

g2961085 

159 

2.0e-12 

83 
57 

(AF037228) transcription factor [Arabidopsis thaliana] 
47207 

jex700907168.hl 

BLASTX 

g2827516 

176 

4.0e-13 

54 

65 

(AL021633) DNA topoisomerase like- protein [Arabidopsis 
thaliana] 



47208 

jex700907169.hl 

BLASTX 

g4490736 

170 

2.0e-12 

55 

38 

(AL035708) putative protein 



[Arabidopsis thaliana] 



47209 

jex700907255.hl 

BLASTX 

g2827546 

170 

2.0e-12 

57 

53 

(AL021635) cytochrome P450 like protein [Arabidopsis 
thaliana] 

47210 

jex700907259.hl 

BLASTX 

g4006886 

274 

1.0e-24 

59 

86 
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NCBI Description (Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47211 

jex700907266.hl 

BLASTX 

g3341443 

161 

2.0e-ll 

64 

45 

(AJ22307 4) acid phosphatase 



[Glycine max] 



47212 

jex700907362.hl 

BLASTX 

g3560529 

154 

1.0e-10 

43 

74 

(AF039598) light harvesting chlorophyll A/B binding protein 
[Prunus persica] 

47213 

jex700907364.hl 

BLASTX 

g3152568 

284 

1.0e-25 

78 

69 

(AC002986) Similar to hypothetical protein product 
gb__Z97337 from A. thaliana. EST gb_H76597 comes from this 
gene. [Arabidopsis thaliana] 

47214 

jex700907410.hl 

BLASTN 

g558542 

86 

5.0e-41 

159 

100 

G.max (Evans) mRNA for zinc-finger protein (C-terminal) 
47215 

jex700907452.hl 

BLASTN 

gl053215 

42 

5.0e-15 

86 

87 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 



47216 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jex700907496.hl 

BLASTX 

g3193308 

155 

1.0e-10 

86 

38 

(AF069300) similar to Medicago 
[Arabidopsis thaliana] 



truncatula MtN2 (GB:Y15293) 



47217 

jex700907592.hl 

BLASTX 

g2911067 

160 

6.0e-20 

76 

68 

(AL021960) UV-damaged DNA-binding protein- like 
[Arabidopsis thaliana] 

47218 

jex700907612.hl 

BLASTX 

g3941436 

163 

1.0e-ll 

38 

74 

(AF062872) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47219 

jex700907616.hl 

BLASTX 

g3021348 

144 

1.0e-09 

50 

64 

(AJ004 961) ribosomal protein L18 



[Cicer arietinum] 



47220 

jex700907628.hl 

BLASTX 

g417544 

163 

2.0e-ll 

68 

62 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD PROTEIN) (PSI-D) (PS I SUBUNIT 5) 

>gi_320209_pir A60695 photosystem I chain II precursor - 

cucumber >gi_625966_pir JQ2132 photosystem I complex 20K 

protein precursor - cucumber >gi_227772_prf 1710320A 

photosystem I 20kD protein [Cucumis sativus] 



7624 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47221 

jex700907641.hl 

BLASTX 

g3924611 

302 

6.0e-28 

82 

72 

(AF069442) hypothetical protein [Arabidopsis thaliana] 
47222 

jex700907667.hl 

BLASTX 

gl421741 

253 

4.0e-22 

69 

65 

(U54770) cytochrome P450 homolog [Lycopersicon esculentum] 
47223 

jex700907694.hl 

BLASTN 

g684941 

83 

5.0e-39 
159 
88 

Medicago sativa _ ... 

3-O-methyltransf erase (CCOMT) mRNA, complete cds 
47224 

jex700907728.hl 
BLASTX 
g4558673 
315 

2.0e-29 

78 
71 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
47225 

jex700907805.hl 
BLASTX 
g3941448 
318 

8.0e-30 
63 
83 

(AF062878) putative transcription factor [Arabidopsis 
thaliana] 



S-adenosyl-L-methionine : trans-caff eoyl-CoA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



47226 

jex700907851.hl 

BLASTN 

g310575 

113 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-57 

260 

88 

Glycine max nodulin-26 mRNA, complete cds 



47227 

jex700907867.hl 
BLASTX 
g4263722 
34 6 

5.0e-33 

83 

83 

(AC006223) putative glucan synthase 



[Arabidopsis thaliana] 



47228 

jex700907870.hl 

BLASTX 

g2129929 

386 

9.0e-38 

81 

90 

DNA-directed RNA polymerase 
tomato >gi_1049068 (U28403) 
[Solanum lycopersicum] 



(EC 2.7.7.6) II chain RPB2 - 
RNA polymerase II subunit 2 



47229 

jex700907926.hl 

BLASTX 

g4510339 

257 

1.0e-22 

72 

69 

(AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47230 

jex700907943.hl 

BLASTX 

g2842493 

211 

3.0e-17 

78 

53 

(AL021749) predicted protein [Arabidopsis thaliana] 
47231 

jex700907950.hl 

BLASTX 

g!903347 

294 

6.0e-27 

79 

75 

(AC000104) EST gb_ATTS5672 comes from this gene. 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
47232 

jex700907963.hl 

BLASTX 

g2062172 

372 

4.0e-36 

77 

86 

(AC001645) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47233 

jex700908134.hl 

BLASTN 

g3063391 

96 

9.0e-47 

157 

96 

Vigna radiata mRNA for Ca2+/H+ exchanger, complete cds 
47234 

jex700908153.hl 

BLASTX 

g3219269 

153 

2.0e-10 

38 
79 

(AB015314) MAP kinase kinase 3 [Arabidopsis thaliana] 
47235 

jex700908183.hl 

BLASTX 

g4006888 

173 

9.0e-13 

54 

56 

(Z99708) putative protein [Arabidopsis thaliana] 
47236 

jex700908201.hl 

BLASTX 

g2739044 

152 

3.0e-10 

55 
76 

(AF024651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



47237 

jex700908285.hl 

BLASTX 

g3236249 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174 

7.0e-13 

35 

89 

(AC004684] 



hypothetical protein [Arabidopsis thaliana] 



47238 

jex700908301.hl 

BLASTX 

g4580394 

379 

7.0e-37 

87 

79 

(AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 

47239 

jex700908308.hl 

BLASTX 

g2104536 

289 

2.0e-26 

82 

67 

(AF001308) predicted glycosyl transferase [Arabidopsis 
thaliana] 

47240 

jex700908322.hl 

BLASTX 

g3914472 

245 

3.0e-21 

59 

80 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_322764_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA4 9693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



47241 

jex700908326.hl 

BLASTX 

g3176686 

171 

2.0e-12 

49 

69 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gbJJ22945 from Schwann! omyces occidentalis . 
[Arabidopsis thaliana] 

47242 

jex700908337.hl 

BLASTN 

g4102599 
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II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lengthy 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
, E value 
Match length 
% identity 
NCBI Description 



67 

2.0e-29 

135 
87 

Arabidopsis thaliana ARF6 (ARF6) 



mRNA, complete cds 



47243 

jex700908340.hl 

BLASTX 

g3885328 

173 

9.0e-13 

35 
94 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



47244 

jex700908343.hl 
BLAST N 
g2505873 
37 

1.0e-ll 

85 
86 

Arabidopsis thaliana DNA, 



40 kb surrounding ACS1 locus 



47245 

jex700908371.hl 

BLASTX 

g4191779 

354 

5.0e-34 

82 
85 

(AC005917) putative recA protein 



47246 

jex700908402.hl 

BLASTN 

g3021374 

144 

2.0e-75 

180 

96 

Glycine max mRNA 



[Arabidopsis thaliana] 



for profilin, PROl 



47247 

jex700908463.hl 

BLASTX 

gl502430 

264 

1.0e-23 

67 

73 

(U62331) phosphate transporter [Arabidopsis thaliana] 
>gi_2564661 (AF022872) phosphate transporter [Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_3869206_dbj_BAA34398_ (AB016166) Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 (AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 

47248 

jex700908508.hl 

BLASTN 

g9S4153 

154 

2.0e-81 

189 

96 

Glycine max FAD2-2 microsomal omega-6 desaturase mRNA, 
complete cds 

47249 

jex700908523.hl 

BLASTX 

g629602 

223 

1.0e-18 

80 

57 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893J (X79330) putative imbibition 
protein [Brassica oleracea] 

47250 

jex700908531.hl 

BLASTX 

g2245084 

150 

4.0e-10 

73 

48 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
47251 

jex700908561.hl 

BLASTX 

g4469008 

157 

5.0e-ll 

68 

51 

(AL035602) UDP rhamnose — anthocyanidin-3-glucoside 
rhamnosyltransferase-like protein [Arabidopsis thaliana] 

47252 

jex700908615.hl 

BLASTX 

g2459445 

140 

7.0e-09 

34 

74 

(AC002332) putative ribonucleoprotein [Arabidopsis 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47253 

jex700908661.hl 

BLASTX 

g3914472 

245 

3.0e-21 

59 

80 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi__3227 64_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA49693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 



Seq. No. 


47254 


Seq. ID 


jex700908667 .hi 


Method 


BLASTX 


NCBI GI 


gl236114 


BLAST score 


210 


E value 


4 . Oe-17 


Match length 


81 


% identity 


47 


NCBI Description 


tUo4o4jj uizo LKatnus norvegxcusj 


Seq. No. 


47255 


Seq. ID 


jex700908686.hl 


Method 


BLASTX 


NCBI GI 


g4580471 


BLAST score 


231 


E value 


8.0e-20 


Match length 


82 


% identity 


70 


NCBI Description 


(AC006081) unknown protein [Arabidops. 


Seq. No. 


47256 


Seq. ID 


jex700908750.hl 


Method 


BLASTX 


NCBI GI 


gl!68189 


BLAST score 


148 


E value 


5.0e-12 


Match length 


63 


% identity 


68 


NCBI Description 


14-3-3-LIKE PROTEIN A (VFA-1433A) >gi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14-3-3 brain protein homolog - fava bean 
>gi_695765_emb_CAA88415_ (Z48504) 14-3-3 brain protein 
homolog [Vicia faba] 

47257 

jex700908794.hl 

BLASTX 

g3152599 

391 

2.0e-38 

81 
40 

(AC002986) Strong similarity to lupeol synthase gb_U49919 
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II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



and cycloartenol synthase gb_U02555 from A. thaliana (the 
third gene with similar homology) . [Arabidopsis thaliana] 

47258 

jex700908834.hl 

BLASTX 

g2642157 

229 

1.0e-19 

70 
63 

(AC003000) ankyrin-like protein [Arabidopsis thaliana] 
47259 

jex700908852.hl 

BLASTN 

g2656025 

38 

4.0e-12 

114 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCD7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47260 

jex700908932.hl 

BLASTN 

g3985949 

34 

9.0e-10 

60 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MOB24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47261 

jex700908935.hl 

BLASTX 

g3877951 

180 

1.0e-13 

63 
30 

(Z81555) predicted using Genefinder [Caenorhabditis 
elegans] 

47262 

jex700909040.hl 

BLASTN 

gl053215 

104 

2.0e-51 

104 

100 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47263 

jex700909087.hl 

BLASTX 

gl706325 

198 

1.0e-15 

69 

57 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) >gi_476286 (U07339) 
pyruvate decarboxylase 1 [Oryza sativa] >gi_1098559 
(U26660) pyruvate decarboxylase [Oryza sativa] 

47264 

jex700909120.hl 

BLASTX 

g2136100 

159 

4.0e-ll 

73 
49 

replication factor C large subunit - human >gi_410218 
(L23320) replication factor C large subunit [Homo sapiens] 
>gi_4506485_ref_NP_002904.1_pRFCl_ replication factor C 
{activator 1) 1 (145kD) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47265 

jex700909215.hl 

BLASTX 

g2498329 

141 

6.0e-09 

89 

37 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665__pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_JL335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 

47266 

jex700909263.hl 

BLASTN 

g2739045 

226 

1.0e-124 

233 

100 

Glycine max polyphosphoinositide binding protein Ssh2p 
(SSH2) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



47267 

jex700909286.hl 

BLASTN 

g3445196 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



86 

9.0e-41 

206 
85 

Arabidopsis thaliana chromosome II BAC T20K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

47268 

jex700909288.hl 

BLASTX 

g2252841 

260 

5.0e-23 

93 
62 

(AF013293) No definition line found [Arabidopsis thaliana] 
47269 

jex700909350.hl 

BLASTX 

g3785972 

224 

9.0e-35 

88 
92 

(AC005560) putative auxin transport protein [Arabidopsis 
thaliana] >gi_4262249_gb_AAD14542_ (AC006200) putative 
auxin transport protein [Arabidopsis thaliana] 

47270 

jex700909366.hl 

BLASTX 

g3329368 

153 

2.0e-10 

43 

67 

(AF031244) nodulin-like protein [Arabidopsis thaliana] 
47271 

jex700909423.hl 

BLASTX 

g3080740 

405 

7.0e-40 

92 
79 

(U77366) pasticcino 1-D [Arabidopsis thaliana] 
47272 

jex700909457.hl 

BLASTX 

g4455350 

204 

2.0e-16 

53 

66 
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NCBI Description (AL035524) putative protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47273 

jex700909505.hl 

BLASTX 

g4519671 

186 

3.0e-14 

80 
49 

(AB017693) transfactor [Nicotiana tabacum] 
47274 

jex700909564.hl 

BLASTX 

gl871185 

354 

5.0e-34 

82 

76 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 
47275 

jex700909586.hl 

BLASTN 

g769773 

32 

1.0e-08 

118 

88 

C.laevigatus chloroplast rbcL gene for 

ribulose-1, 5-biphosphate-carboxylase and promoter region 
47276 

jex700909620.hl 

BLASTN 

g256142 

193 

1.0e-104 

233 

96 

cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 1450 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



47277 

jex700909626.hl 

BLASTX 

gl652848 

188 

2.0e-18 

80 

62 

(D90909) DNA photolyase [Synechocystis sp.] 
47278 

jex700909658.hl 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl814402 
70 

2.0e-31 

158 
86 

Mesembryanthemum crystallinum methionine synthase (MetE) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



47279 

jex700909695.hl 

BLASTN 

g4104930 

62 

2.0e-26 

118 
88 

Arabidopsis thaliana auxin response factor 8 
complete cds 



(ARF8) mRNA, 



47280 

jex700909712.hl 

BLASTN 

gl438878 

90 

3.0e-43 

90 
100 

Glycine max choline kinase GmCKlp mRNA, complete cds 
47281 

jex700909788.hl 

BLASTX 

g2444180 

201 

4.0e-16 

51 

69 

(U94785) unconventional myosin [Helianthus annuus] 
47282 

jex700909860.hl 

BLASTX 

g2832717 

400 

2.0e-39 

77 

95 

(AJ003114) alkaline/neutral invertase [Lolium temulentum] 
47283 

jex700909904.hl 

BLASTX 

g4538967 

255 

2.0e-22 

68 

72 
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NCBI Description 



(AL049488) major intrinsic protein (MlP)-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47284 

jex700909970.hl 

BLASTX 

g3482929 

144 

2.0e-09 

25 

100 

(AC003970) Putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 


47285 


Seq. ID 


jex700909988.hl 


Method 


BLASTX 


NCBI GI 


gl707642 


BLAST score 


330 


E value 


3. 0e-31 


Match length 


82 


% identity 


76 


NCBI Description 


(Y07748) TMK [Oryza satxva] 


Seq. No. 


47286 


Seq. ID 


jex700910061.hl 


Method 


BLASTN 


NCBI GI 


g2511690 


BLAST score 


59 


E value 


1.0e-24 


Match length 


146 


% identity 


90 


NCBI Description 


Phaseolus vulgaris Moldaviar 




precursor (clone cp41) 


Seq. No. 


47287 


Seq. ID 


jex700910067.hl 


Method 


BLASTX 


NCBI GI 


g3688173 


BLAST score 


98 


E value 


6.0e-09 


Match length 


73 


% identity 


47 


NCBI Description 


(AL031804) putative protein 


Seq. No. 


47288 


Seq. ID 


jex700910090.hl 


Method 


BLASTX 


NCBI GI 


gl!70619 


BLAST score 


210 


E value 


1.0e-24 


Match length 


96 


% identity 


76 


NCBI Description 


KINESIN-LIKE PROTEIN A >gi < 



kinesin- related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 



7637 



>gi_2 91108 4_emb_CAA17 54 6_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 



Seq. No. 


47289 


Seq. ID 


jsh701063710.hl 


ixiernoG 


DJ-uf-iO 1 IN 


NCBI CjI 


gj4 i?4od 


BLAbi score 


OZ 


E value 


1 • ue Uo 


Match length 


a n 


identity 






Oct I. x w L i_i it ± iurviN.rt. f uumpicuc 


beq. no. 






J Oil / U1UOJ / lO ♦ 1IX 


Method 


BLASTX 


NCBI GI 


g4262236 


BLAST score 


141 


E value 


1.0e-19 


Match length 


91 


% identity 


51 


NCBI Description 


(AC006200) putative ribose 5- 




[Arabidopsis thaliana] 



•phosphate isomerase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



47291 

jsh701063728.hl 

BLASTX 

g4490321 

261 

5.0e-23 

62 

81 

(AJ011604) nitrate transporter [Arabidopsis thaliana] 
47292 

jsh701063743.hl 

BLASTX 

g4185738 

116 

2.0e-14 

83 
47 

(AF079998) putative glutamate receptor [Arabidopsis 
thaliana] 

47293 

jsh701063748.hl 

BLASTX 

g4038481 

218 

6.0e-18 

47 

83 

(AL021713) DNA binding-like protein [Arabidopsis thaliana] 
47294 

jsh701063749.hl 



7638 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



BLASTN 

g3452136 

197 

1.0e-107 * 

228 

98 

Glycine max mRNA for glucose-6-phosphate-dehydrogenase, 
partial 

47295 

jsh701063804.hl 

BLASTN 

g2304954 

283 

1.0e-158 

283 

100 

Glycine max aluminum induced sali5-4a mRNA, complete cds 
47296 

jsh701063811.hl 

BLASTX 

g4559333 

156 

1.0e-10 

88 
42 

(AC007087) unknown protein [Arabidopsis thaliana] 
47297 

jsh701063830.hl 

BLASTX 

g3914403 

190 

1.0e-14 

43 

79 

PROTOPORPHYRINOGEN OXIDASE, MITOCHONDRIAL (PPO II) 
(PROTOPORPHYRINOGEN IX OXIDASE ISOZYME II) {PPX II) 
>gi__2370335_emb_CAA73866_ (Y13466) protoporphyrinogen 
oxidase [Nicotiana tabacum] >gi_3929920_dbj_BAA34712_ 
(AB020500) mitochondrial protoporphyrinogen oxidase 
[Nicotiana tabacum] >gi_4105188 (AF044129) 
protoporphyrinogen oxidase PX-2 [Nicotiana tabacum] 

47298 

jsh701063860.hl 

BLASTN 

gl8764 

262 

1.0e-146 

276 

99 

G.max tefSl gene for elongation factor EF-la 
47299 

jsh701063906.hl 



7639 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3522932 

108 

7.0e-54 

212 

88 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47300 

jsh701063923.hl 

BLASTN 

g3378649 

76 

8.0e-35 

160 

87 

M.sativa mRNA translated from abscisic activated gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47301 

jsh701063939.hl 

BLASTN 

g2244991 

64 

1.0e-27 

160 
85 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



Seq. No. 


47302 


Seq. ID 


jsh701063970.hl 


Method 


BLASTX 


NCBI GI 


g2293006 


BLAST score 


157 


E value 


7.0e-ll 


Match length 


58 


% identity 


53 


NCBI Description 


(AJ000977) hypothetical protein [Rhodobacter 


Seq, No. 


47303 


Seq. ID 


jsh701064011.hl 


Method 


BLASTX 


NCBI GI 


g3152614 


BLAST score 


216 


E value 


8.0e-18 


Match length 


60 


% identity 


68 


NCBI Description 


(AC004482) unknown protein [Arabidopsis thai. 


Seq. No. 


47304 


Seq. ID 


jsh701064095.hl - 


Method 


BLASTX 


NCBI GI 


g3337361 


BLAST score 


230 


E value 


2.0e-19 


Match length 


83 



7640 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
47305 

jsh701064128.hl 

BLASTX 

gl781299 

159 

4.0e-ll 

70 

49 

(Y09506) transformer-SR ribonucleoprotein [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



47306 

jsh701064164.hl 

BLASTN 

gl66935 

100 

4.0e-49 

212 
87 

A. thaliana ubiquitin extension protein (UBQ6) gene, 
complete cds 

47307 

jsh701064165.hl 

BLASTN 

gl70089 

112 

2.0e-56 

164 

92 

G.max vegetative storage protien mRNA (VSP27), complete cds 
47308 

jsh701064191.hl 

BLASTN 

g310575 

82 

2.0e-38 

219 

87 

Glycine max nodulin-26 mRNA, complete cds 
47309 

jsh701064205.hl 

BLASTN 

gl8764 

160 

6.0e-85 

224 

93 

G.max tefSl gene for elongation factor EF-la 
47310 

jsh701064249.hl 



7641 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4336435 

42 

1.0e-14 

66 

91 

Lotus japonicus protein phosphatase type 2C (PP2C2) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47311 

jsh701064256.hl 

BLASTX 

g3327394 

162 

2.0e-ll 

54 
56 

(AC004483) putative RNA helicase [Arabidopsis thaliana] 



Seq. No. 


47312 


Seq. ID 


jsh701064263.hl 


Method 


BLASTN 


NCBI GI 


g473604 


BLAST score 


60 


E value 


3.0e-25 


Match length 


110 


% identity 


85 


NCBI Description 


Zea mays W-22 histone H2B mRNA, complete 


Seq. No. 


47313 


Seq. ID 


jsh701064353.hl 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


223 


E value 


1.0e-18 


Match length 


79 


% identity 


54 


NCBI Description 


(AJ223074) acid phosphatase [Glycine max; 


Seq. No. 


47314 


Seq. ID 


jsh701064520.hl 


Method 


BLASTN 


NCBI GI 


gl69899 


BLAST score 


69 


E value 


6.0e-31 


Match length 


125 


% identity 


89 


NCBI Description 


G.max 31 kDa protein mRNA, 3' end 



Seq. No. 47315 

Seq. ID jsh701064532.hl 

Method BLASTN 

NCBI GI gl9565 

BLAST score 50 

E value 1.0e-19 

Match length 82 

% identity 90 



7642 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



M.liliiflora GADPH mRNA for glycolytic 
glyceraldehyde-3-phosphate dehydrogenase 

47316 

jsh701064544.hl 

BLASTN 

g2905771 

102 

1.0e-50 

122 
97 

Glycine max glyceraldehyde-3 phosphate dehydrogenase 
(GAPDH) mRNA, partial cds 



Seq. No. 


47317 


Seq. ID 


jsh701064545.hl 


Method 


BLASTN 


NCBI GI 


g296408 


BLAST score 


56 


E value 


4.0e-23 


Match length 


116 


% identity 


87 


NCBI Description 


G.max ADR12 mRNA 


Seq. No. 


47318 


Seq. ID 


jsh701064669.hl 


Method 


BLASTX 


NCBI GI 


g3914555 


BLAST score 


212 


E value 


2.0e-17 


Match length 


49 


% identity 


88 


NCBI Description 


PUTATIVE RIBOSOME- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NDING FACTOR A, CHLOROPLAST PRECURSOR 
>gi_3096942_emb_CAA18852.1_ (AL023094) putative protein 
[Arabidopsis thaliana] 

47319 

jsh701064730.hl 

BLASTN 

gl053048 

84 

1.0e-39 

223 

93 

Glycine max histone H3 gene, partial cds, clone S3 
47320 

jsh701064742.hl 

BLASTN 

g2304954 

121 

1.0e-61 

212 

92 

Glycine max aluminum induced sali5-4a mRNA, complete cds 



Seq. No. 



47321 



7643 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jsh701064751.hl 

BLASTX 

g2245098 

291 

2.0e-26 

78 

72 

(Z97343) ribosomal protein [Arabidopsis thaliana] 
47322 

jsh701064780.hl 

BLASTX 

gl00226 

166 

7.0e-12 

92 
37 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum]. >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

47323 

jsh701064804.hl 

BLASTX 

g3269297 

149 

6.0e-10 

47 

57 

(AL030978) putative protein [Arabidopsis thaliana] 
47324 

jsh701064931.hl 

BLASTN 

g!675195 

107 

3.0e-53 

217 

88 

Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 

47325 

jsh701064934.hl 

BLASTX 

g2062167 

105 

4.0e-10 

83 
45 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



47326 

jsh701065031.hl 
BLASTN 



7644 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!808591 
108 

7.0e-54 

176 

90 

C.arietinum mRNA for SAM-synthetase 
47327 

jsh701065034.hl 

BLASTN 

g!336096 

54 

1.0e-21 

164 

84 

Pisum sativum pyruvate dehydrogenase Elbeta mRNA, nuclear 
gene encoding mitochondrial protein, complete cds 

47328 

jsh701065080.hl 

BLASTN 

gl69988 

96 

1.0e-46 

211 
87 

Glycine max NADP-specif ic isocitrate dehydrogenase (idhl) 
mRNA, 3' end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



47329 

jsh701065109.hl 

BLASTN 

g3641869 

78 

5.0e-36 

98 

95 

Cicer arietinum epicotyl EST, 
47330 

jsh701065167.hl 

BLASTX 

g2980806 

207 

1.0e-16 

71 
26 

(AL022197) putative protein 
47331 

jsh701065237.hl 
BLASTN 
gl70053 
164 

2.0e-87 
168 
99 



clone Canl33 



[Arabidopsis thaliana] 



7645 



NCBI Description Soybean ribosomal protein Sll mRNA, 3' end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47332 

jsh701065346.hl 

BLASTX 

g3142294 

242 

7.0e-21 

58 
81 

(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb__N37529 come from this gene. [Arabidopsis thaliana] 

47333 

jsh701065355.hl 

BLASTX 

g2497539 

153 

2.0e-10 

82 
54 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
(M64736) ATP:pyruvate phosphotransferase [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47334 

jsh701065481.hl 

BLASTN 

gl70069 

63 

3.0e-27 

111 

90 

Soybean calmodulin 



(SCaM-1) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47335 

jsh701065532.hl 

BLASTX 

g466160 

186 

3.0e-14 

46 

78 

HYPOTHETICAL 9 . 8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi_630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47336 

jsh701065583.hl 

BLASTX 

g3510251 

161 

1.0e-ll 

51 
61 

(AC005310) unknown protein [Arabidopsis thaliana] 



7646 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47337 

jsh701065649.hl 

BLASTX 

g2262143 

107 

7.0e-ll 

62 
69 

(AC002330) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


47338 


Seq. ID 


j sh7 010 65 693. hi 


Method 


BLASTN 


NCBI GI 


g2055227 


BLAST score 


42 


E value 


2.0e-14 


Match length 


132 


% identity 


87 


NCBI Description 


Glycine max mRNA for SRC1, complete cds 


Seq. No. 


47339 


Seq. ID 


jsh701065703.hl 


Method 


BLASTN 


NCBI GI 


g255407 


BLAST score 


96 


E value 


7.0e-47 


Match length 


204 


% identity 


11 


NCBI Description 


repetitive proline-rich protein {cDNA clone 


[Glycine max=soybeans , axes germinated for 




943 nt] 



mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47340 

jsh701065829.hl 

BLASTX 

g2895866 

256 

2.0e-22 

79 

63 

(AF045770) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



47341 

jsh701065883.hl 

BLASTN 

g296444 

258 

1.0e-143 

274 

99 

G.max ADR6 mRNA 
47342 

jsh701065944.hl 



7647 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g288187 

58 

3.0e-24 

162 

84 

V.unguiculata cysteine proteinase inhibitor mRNA 
47343 

jsh701065945.hl 

BLASTX 

gll8011 

140 

2.0e-12 

64 

67 

CYTOCHROME C >gi_625189_pir CCRZ cytochrome c - rice 

>gi_169786 (M63704) cytochrome c [Oryza sativa] 
>gi_21824 9_dbj_BAA02159_ (D12634) 'cytochrome C f [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47344 

jsh701066041.hl 

BLASTX 

g4115377 

175 

3.0e-23 

75 

70 

(AC005967) unknown protein [Arabidopsis thaliana] 
47345 

jsh701066056.hl 

BLASTN 

gl336081 

201 

1.0e-109 

277 

94 

Glycine max var. Century ascorbate peroxidase 2 (APx2) 
mRNA, complete cds 

47346 

jsh701066157.hl 

BLASTX 

g2529677 

143 

2.0e-09 

38 

76 

(AC002535) kinesin-like protein, heavy chain [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



47347 

jsh701066172.hl 

BLASTN 

g349436 



7648 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32 

1.0e-08 

40 
95 

Carrot EP1 mRNA, complete cds 
47348 

jsh701066192.hl 

BLASTX 

g3608153 

253 

3.0e-22 

58 
79 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
47349 

jsh701066275.hl 

BLASTX 

g3033384 

272 

3.0e-24 

63 

79 

(AC004238) putative CTP synthase [Arabidopsis thaliana] 
47350 

jsh701066313.hl 

BLASTN 

g2304954 

124 

1.0e-63 

200 
91 

Glycine max aluminum induced sali5-4a mRNA, complete cds 
47351 

jsh701066322.hl 

BLASTX 

g2213425 

153 

9.0e-19 

61 

49 

(Z97064) hypothetical protein [Citrus x paradisi] 
47352 

jsh701066326.hl 

BLASTX 

g3941454 

281 

2.0e-25 

59 

85 

(AF062881) putative transcription factor [Arabidopsis 
thaliana] 



7649 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



47353 

jsh701066355.hl 

BLASTN 

g2317899 

88 

3.0e-42 

128 

93 

Glycine max Sali3-2 



mRNA, complete cds 



47354 

jsh701066357.hl 

BLASTN 

g2055227 

36 

3.0e-ll 

64 

89 

Glycine max mRNA for SRC1, complete cds 
47355 

jsh701066361.hl 

BLASTN 

gl8764 

78 

5.0e-36 

222 

84 

G.max tefSl gene for elongation factor EF-la 
47356 

jsh701066368.hl 

BLASTN 

g4193387 

55 

3.0e-22 

214 

81 

Hevea brasiliensis translationally controlled tumor protein 
(TCTP) mRNA, complete cds 

47357 

jsh701066415.hl 

BLASTX 

g4249414 

165 

9.0e-12 

57 

58 

(AC006072) unknown protein [Arabidopsis thaliana] 
47358 

jsh701066427.hl 

BLASTX 

g3096919 

305 

3.0e-28 



7650 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



75 
73 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

47359 

jsh701066474.hl 

BLASTX 

g4185511 

166 

6-0e-12 

45 
69 

(AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match Length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47360 

jsh701066558.hl 

BLASTN 

g2852444 

36 

6.0e-ll 

92 
85 

Salix bakko mRNA for SUI1 homolog, 



47361 

jsh701066583.hl 

BLASTN 

g303900 

150 

5.0e-79 

254 

30 

Soybean gene for ubiquitin, 



complete cds 



complete cds 



47362 

jsh701066618.hl 

BLASTN 

g2055227 

46 

7.0e-17 

66 

92 

Glycine max mRNA for SRC1, 



complete cds 



47363 

jsh701066659.hl 

BLASTN 

gl675195 

82 

2.0e-38 

172 

88 

Pisum sativum (clone PsRCI22-3) 
complete cds 



callus protein P23 mRNA, 



7651 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



47364 

jsh701066736.hl 

BLASTN 

g296444 

279 

1.0e-156 

279 

100 



NCBI Description G.max ADR 6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47365 

jsh701066768.hl 

BLASTX 

g2498706 

356 

4.0e-34 

87 

68 

ORIGIN RECOGNITION COMPLEX PROTEIN, SUBUNIT 2 >gi_1113103 
(U40269) atOrc2p [Arabidopsis thaliana] >gi_3236239 
(AC004 684) origin recognition complex protein [Arabidopsis 
thaliana] 



Seq. No. 


47366 


Seq. ID 


jsh701066867.hl 


Method 


BLASTN 


NCBI GI 


gl69834 


BLAST score 


56 


E value 


7.0e-23 


Match length 


60 


% identity 


98 


NCBI Description 


Rye 26S rRNA 3 T end and 


Seq. No. 


47367 


Seq. ID 


jsh701066906.hl 


Method 


BLASTX 


NCBI GI 


g3763920 


BLAST score 


343 


E value 


1.0e-32 


Match length 


85 


% identity 


74 


NCBI Description 


(AC004450) hypothetical 


Seq. No. 


47368 


Seq. ID 


jsh701066956.hl 


Method 


BLASTX 


NCBI GI 


g3702317 


BLAST score 


169 


E value 


3.0e-12 


Match length 


48 


% identity 


73 


NCBI Description 


(AC005397) unknown prot< 



5 1 end 



Seq. No. 
Seq. ID 



>gi_4 5 5 9 3 7 6_gb_AAD2 3 0 3 6 . 1_AC0 0 65 2 6_ 
protein [Arabidopsis thaliana] 

47369 

jsh701067044.hl 



1 (AC006526) unknown 



7652 



Method 


if 

BLASTX 


NCBI GI 


gl531758 


BLAST score 


164 


E value 


7.0e-12 


Match length 


40 


% identity 


75 


NCBI Description 


(X98772) 



AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 



Seq. No. 


47370 


Seq. ID 


j sh7 010 67133 .hi 


Method 


rJLAb i JN 


NCBI GI 


con en 

gioyuy / 


BLAST score 




E value 


1 . Oe-Zl 


Match length 


198 


% identity 


82 


NCBI Description 


Pea nistone H^A mKJNA 


Seq. No. 


47371 


Seq. ID 


j sn /UlUo/ioo.nl 


Method 


BLASTX 


NCBI GI 


g4512685 


BLAST score 


357 


E value 


3 . Oe-34 


Match length 


83 


% identity 


83 


NCBI Description 


(AC006931) hypothetK 




>gr_4 55932 5_gb_AAD2 2 




hypothetical protein 


Seq. No. 


47372 


Seq. ID 


3sh701067266.hl 


Method 


BLASTN 


NCBI GI 


glo / UZU4 


BLAST score 


125 


E value 


5.0e-64 


TUT p ■* T . 1_ 

Match length 


197 


% identity 


91 


NCBI Description 


L.japonicus mRNA for 


Seq. No. 


47373 


Seq. ID 


jsh701067292.hl 


Method 


BLASTN 


NCBI GI 


g441205 


BLAST score 


90 


E value 


2.0e-43 


Match length 


158 


% identity 


91 


NCBI Description 


Soybean loxlgm4 gene 


Seq. No. 


47374 


Seq. ID 


jsh701067353.hl 


Method 


BLASTN 


NCBI GI 


g4001539 


BLAST score 


168 


E value 


1.0e-89 



[Arabidopsis thaliana] 



for small GTP-binding protein, RAN1B 



7653 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

252 
92 

Homo sapiens Chromosome 12 Cosmid Clone 6e5, complete 
sequence [Homo sapiens] 

47375 

jsh701067440.hl 

BLASTX 

gl890352 

231 

2.0e-28 

90 

37 

(X91398) transcription factor L2 [Arabidopsis thaliana] 
47376 

jsh701067442.hl 

BLASTN 

gll84120 

90 

4.0e-43 

230 

85 

Vigna radiata clone MII-3 auxin-induced protein mRNA, 
complete cds 

47377 

jsh701067453.hl 

BLASTN 

g218128 

65 

3.0e-28 

121 

88 

Rice mRNA for succinyl-CoA sythetase (475 gene), partial 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47378 

jsh701067484.hl 

BLASTN 

gl675195 

73 

5.0e-33 

235 

84 

Pisum sativum (clone PsRCI22-3) 
complete cds 



callus protein P23 mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47379 

jsh701067486.hl 

BLASTN 

g436968 

43 

4.0e-15 

47 

98 

Betula papyrifera small ribosomal subunit RNA (18S rRNA) 



7654 



Seq. No. 


4 / jOU 


Seq. ID 


JSn / UlUt) /OZ4 • ill 


Method 


BLASTN 


NCBI GI 


g296408 


BLAST score 


ZOO 


E value 


1 . Ue-14o 


Match length 


289 


% identity 


Q Q 


NCBI Description 


G.max ADRlz mKNA 


Seq. No. 


4 / ool 


Seq. lu 


j sn/uiuo / jjj .xix 


Method 


£5J_lc-iO 1 IN 


NCBI GI 


g218128 


BLAST score 


38 


E value 


4 . ue-iz 


Match length 


1 A /" 

luo 


% identity 


85 


NCBI Description 


Rice mRNA for su( 




sequence 


Seq. No. 


4 Moz 


Seq. ID 


^sn/uiuo /Doo.ni 


Method 


BLASTX 


NCBI GI 


g4455338 


BLAST score 


254 


E value 


4 . Oe-22 


Match length 


62 


% identity 




NCBI Description 


(AL035525) putat. 


Seq. No. 


4 / joj 


Seq. ID 


j sh701067 7 0y . ill 


Method 


BLASTX 


NCBI GI 


g3168840 


BLAST score 


150 


E value 


3 . Oe-10 


Match length 


37 


% identity 


76 


NCBI Description 


(U88711) copper 


beq. no . 


4 / JO 4 


Seq. ID 


jsh701067860.hl 


Method 


BLASTX 


NCBI GI 


g401213 


BLAST score 


144 


E value 


1.0e-09 


Match length 


40 



(475 gene), partial 



% identity 

NCBI Description 



72 

ANTHRANILATE PHOSPHORIBOSYLTRANSFERASE PRECURSOR >gi_166792 
(M96073) phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] >gi_445600j>rf 1909347A 

phosphoribosylanthranilate transferase [Arabidopsis 

thaliana] 



Seq. No. 



47385 



7655 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



jsh701067910.hl 

BLASTN 

g296408 

250 

1.0e-138 

286 
98 



NCBI Description G.max ADR12 mRNA 



Seq. No. 47386 

Seq. ID jsh701067933.hl 

Method BLASTN 

NCBI GI g!70091 

BLAST score 206 

E value 1.0e-112 

Match length 306 

% identity 92 

NCBI Description Glycine max vegetative storage protein (vspB) gene, 
complete cds 

Seq. No. 47387 

Seq. ID jsh701067965.hl 

Method BLASTX 

NCBI GI g2253442 

BLAST score ^ 211 

E value 3.0e-18 

Match length 90 

% identity 58 

NCBI Description (AF007784) LTCOR11 [Lavatera thuringiaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47388 

jsh701067979.hl 

BLASTN 

g296408 

188 

1.0e-101 

264 

93 

G.max ADR12 mRNA 
47389 

jsh701068125.hl 

BLASTN 

g296408 

217 

1.0e-119 

245 

97 

G.max ADR12 mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



47390 

jsh701068148.hl 

BLASTN 

gl69974 

183 

1.0e-98 

259 



7656 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

Glycine max vspA gene, complete cds 
47391 

jsh701068156.hl 

BLASTN 

g!70029 

142 

3.0e-74 

242 

90 

Glycine max cv. Dare nodulin 26 gene fragment 
47392 

jsh701068182.hl 

BLASTX 

g4056457 

244 

4.0e-21 

59 
73 

(AC005990) ESTs gb_234051 and gb_F13722 come from this 
gene. [Arabidopsis thaliana] 

47393 

jsh701068213.hl 

BLASTN 

g2564044 

53 

4.0e-21 

180 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19P17, complete sequence [Arabidopsis thaliana] 

47394 

jsh701068221.hl 

BLASTX 

g4539324 

140 

8.0e-09 

74 

47 

(AL035679) kinesin like protein [Arabidopsis thaliana] 
47395 

jsh701068223.hl 

BLASTX 

g2129933 

364 

4.0e-35 

74 

86 

myb-related transcription factor TMH27 - tomato 
>gi_1167484_emb__CAA64614_ (X95296) transcription factor 
[Lycopersicon esculentum] 



7657 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47396 

jsh701068325.hl 

BLASTX 

g3176709 

190 

1.0e-14 

88 
43 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 
thaliana] 





Seq. No. 


47397 




Seq. ID 


jsh701068344.hl 




Method 


BLASTX 




NCBI GI 


g4468813 




BLAST score 


265 




E value 


2.0e-23 


.. n 


Match length 


57 




% identity 


84 




NCBI Description 


(AL035601) putative protein [Arabidopsis thai: 




Seq. No. 


47398 




Seq. ID 


jsh701068367.hl 




Method 


BLASTN 




NCBI GI 


g3702737 




BLAST score 


32 




E value 


1.0e-08 




Match length 


56 




% identity 


89 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MSN2, complete sequence [Arabidopsis thaliana 




Seq. No. 


47399 




Seq. ID 


jsh701068370.hl 




Method 


BLASTN 




NCBI GI 


g3452136 




BLAST score 


236 




E value 


1.0e-130 




Match length 


252 



PI clone: 



% identity 

NCBI Description 



99 

Glycine max mRNA for glucose-6-phosphate-dehydrogenase, 
partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47400 

jsh701068377.hl 

BLASTN 

g4510338 

42 

2.0e-14 

134 

83 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 



47401 

jsh701068420.hl 



7658 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3128228 

185 

4.0e-14 

39 
90 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47402 

jsh701068446.hl 

BLASTN 

g!70091 

155 

6.0e-82 

254 

90 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47403 

jsh701068476.hl 

BLASTX 

gl076715 

209 

6.0e-17 

70 
54 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



barley >gi_404589 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47404 

jsh701068548.hl 

BLASTX 

g4514716 

138 

1.0e-08 

60 

38 

(AB017533) EPc [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47405 

jsh701068579.hl 

BLASTN 

gl70071 

264 

1.0e-147 

268 

100 

Soybean calmodulin (SCaM-2) 



mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



47406 

jsh701068629.hl 

BLASTX 

g3057150 

276 



7659 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-25 

68 

50 

(AF059037) 



chaperonin 10 [Arabidopsis thaliana] 



47407 

jsh701068634.hl 

BLASTX 

g3834316 

276 

2.0e-29 

90 
68 

(AC005679) Similar to gb_X16648 pathogenesis related 
protein from Hordeum vulgare. EST gb_Z18206 comes from 
this gene. [Arabidopsis thaliana] 



Seq. No. 


47408 


Seq. ID 


jsh701068650.hl 


Method 


BLASTX 


NCBI GI 


g3876012 


BLAST score 


151 


E value 


2.0e-10 


Match length 


62 


o -LKJXzin — l i— _y 


56 


NCBI Description 


(Z50873) Similarity to N.crassa ADP/ATP carrj 


(SW:ADT NEUCR) [Caenorhabditis elegans] 


Seq. No. 


47409 


Seq. ID 


jsh701068661.hl 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


40 


E value 


1.0e-13 


Match length 


84 


% identity 


88 


NCBI Description 


G.max tefSl gene for elongation factor EF-la 


Seq. No. 


47410 


Seq. ID 


jsh701068860.hl 


Method 


BLASTX 


NCBI GI 


g2342725 


BLAST score 


176 


E value 


3.0e-13 


Match length 


43 


% identity 


77 


NCBI Description 


(AC002341) hypothetical protein [Arabidopsis 


Seq. No. 


47411 


Seq. ID 


jsh701068895.hl 


Method 


BLASTX 


NCBI GI 


g3551958 


BLAST score 


152 


E value 


2.0e-10 


Match length 


46 


% identity 


59 


NCBI Description 


(AF082032) senescence-associated protein 12 



[Hemerocallis 



7660 



hybrid cultivar] 



Seq. No. 


A 1 A 1 O 

4/41^ 


Seq. ID 


jsh701068964.hl 


Method 


BLAST N 


NCBI GI 


gloou 132. 


BLAST score 


46 


E value 


6. Oe-17 


Match length 


141 


% identity 


83 


NCBI Description 


A.thaliana atll gene 


Seq. No. 


a n a i o 
4741.3 


Seq. ID 


jsh701068992.hl 


Method 


BLASTN 


NCBI GI 


gl69897 


BLAST score 


274 


E value 


1.0e-153 


Match length 


298 


% identity 


98 


NCBI Description 


G.max 28 kDa protein 


Seq. No. 


47414 


Seq. ID 


j sn /uiuoyiU4 . ni 


Method 


BLASTN 


NCBI GI 


g2642237 


BLAST score 


87 


E value 


1.0e-41 


Match length 


87 


% identity 


100 


NCBI Description 


Glycine max endoplas 



complete cds 



protein precursor (BIP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47415 

jsh701069131.hl 

BLASTN 

gl69899 

39 

5.0e-13 

99 

86 

G.max 31 kDa protein mRNA, 



3' end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47416 

jsh701069165.hl 

BLASTN 

g255576 

52 

1.0e-20 

76 

92 

small auxin up RNA gene cluster: orf 6B [Glycine 
max=soybeans, cv. Wayne f Genomic, 665 nt] 



Seq. No. 
Seq. ID 
Method 



47417 

jsh701069241.hl 
BLASTX 



7661 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



g4335745 
132 

5.0e-10 

66 
58 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47418 

jsh701069305.hl 

BLASTN 

gl8644 

127 

3.0e-65 

213 

92 

Soybean mRNA for 



HMG-1 like protein 



47419 

jsh701069313.hl 

BLASTX 

g3386604 

192 

6.0e-15 

53 
66 

(AC004665) putative protein kinase [Arabidopsis thaliana] 
47420 

jsh701069326.hl 

BLASTX 

g3122357 

224 

6.0e-23 

81 
67 

PUTATIVE LI POATE- PROTEIN LIGASE B 
PROTEIN B) >gi_2494127 (AC002376) 
Mycobacterium LIPB gene (gb_Q104041 ) 
thaliana] 



(LIPOATE BIOSYNTHESIS 
Contains similarity to 
[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



47421 

jsh701069393.hl 

BLASTN 

g644492 

82 

2.0e-38 

166 

87 

Corn elongation factor lalpha gene, 
47422 

jsh701069406.hl 

BLASTN 

g296442 

158 



complete cds 



7662 



E value 
Match length 
% identity 
NCBI Description 



1.0e-83 

158 
100 

G.max ADR11 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47423 

jsh701069424.hl 

BLASTX 

g719291 

194 

3.0e-15 

45 

71 

(D19134) unknown [Arabidopsis thaliana] 

>gi_1095007_prf 2107236A SABRE gene [Arabidopsis thaliana] 

47424 

jsh701069451.hl 

BLASTN 

g456713 

126 

1.0e-64 

253 

40 

Glycine max gene for ubiquitin, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47425 

jsh701069454.hl 

BLASTN 

gl70091 

38 

1.0e-12 

110 

84 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47426 

jsh701069455.hl 

BLASTX 

g4580461 

404 

8.0e-40 

87 

87 

(AC006081) unknown protein [Arabidopsis thaliana] 
47427 

jsh701069486.hl 

BLASTN 

gl70089 

104 

8.0e-52 

147 

94 

G.max vegetative storage protien mRNA (VSP27 ) , complete cds 



7663 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47428 

jsh701069510.hl 

BLASTX 

g4218120 

173 

1.0e-12 

90 
40 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47429 

jsh701069545.hl 

BLASTN 

gl8764 

37 

1.0e-ll 

69 

88 

G.max tefSl gene for elongation factor EF-la 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47430 

jsh701069573.hl 

BLASTN 

g2055227 

38 

4.0e-12 

66 

89 

Glycine max mRNA for SRC1, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47431 

jsh701069584.hl 

BLASTN 

g303743 

51 

5.0e-20 

63 

95 

Pea mRNA for GTP-binding protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47432 

jsh701069624.hl 

BLASTN 

g3522932 

108 

7.0e-54 

212 

88 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



47433 

jsh701069642.hl 

BLASTN 

gl70087 

33 



7664 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-09 

52 

92 

G.max vegetative storage protein mRNA (VSP25 gene) 
47434 

jsh701069643.hl 

BLASTX 

g4115388 

239 

2.0e-20 

77 
57 

(AC005967) putative prolylcarboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47435 

jsh701069730.hl 

BLASTN 

g!053215 

170 

7.0e-91 

270 
92 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

47436 

jsh701069768.hl 

BLASTX 

g2462929 

118 

2.0e-12 

77 

55 

(Y12295) glutathione transferase [Arabidopsis thaliana] 
47437 

jsh701069779.hl 

BLASTN 

g469247 

37 

1.0e-ll 

93 

86 

Helianthus annuus ribosomal protein S3a mRNA, complete cds 
47438 

jsh701069789.hl 

BLASTN 

g!399379 

80 

4.0e-37 

96 

96 

Glycine max S-adenosyl-L-methionine: delta24-sterol-C- 
methyltransferase mRNA, complete cds 



7665 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



47439 

jsh701069791.hl 

BLASTN 

gl70091 

261 

1.0e-145 

288 
98 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene, 



47440 

jsh701069803.hl 

BLASTN 

gl70067 

166 

2.0e-88 

166 

81 

Soybean (G.max) proline-rich cell wall protein (SbPRP3) 
gene, complete cds 

47441 

jsh701069857.hl 

BLASTX 

g3860333 

212 

3.0e-17 

75 
55 

(AJ012693) basic blue copper protein [Cicer arietinum] 



47442 

jsh701069859.hl 

BLASTN 

gl70089 

210 

1.0e-115 

274 

94 

G.max vegetative storage protien mRNA (VSP27) 



complete cds 



47443 

jsh701069934.h2 

BLASTN 

g3063540 

32 

9.0e-09 

52 
19 

Trypanosoma cruzi CL Brener cosmid lb21 chromosome 
47444 

jsh701069979.h2 

BLASTX 

g3063450 



7666 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166 

1.0e-16 

61 
72 

(AC003981) 



F22013.12 [Arabidopsis thaliana] 



47445 

jsh701070020.h2 

BLASTX 

g3201618 

295 

5.0e-27 

71 

73 

(AC004 669) Sop2p-like protein [Arabidopsis thaliana] 
47446 

jsh701070053.h2 

BLASTN 

g452360 

117 

3.0e-59 

245 
89 

V.faba mRNA for guanine nucleotide regulatory protein 
(807bp) 

47447 

jsh701070093.h2 

BLASTX 

g4006900 

157 

2.0e-14 

83 
48 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
47448 

jsh701070143.hl 

BLASTX 

g3128228 

308 

1.0e-28 

65 

91 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_333737 6 (AC004481) putative ribosomal protein 
L18A [Arabidopsis "thaliana] 

47449 

jsh701070166.hl 

BLASTN 

g256142 

264 

1.0e-147 

268 
100 



7667 



NCBI Description 



cytosolic glutamine synthetase [Glycine max- soybeans, var 
Prize, mRNA, 1450 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47450 

jsh701070207.hl 

BLASTN 

g3452136 

136 

1.0e-70 

152 
99 

Glycine max mRNA for glucose- 6-phosphate-dehydrogenase, 
partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47451 

jsh701070243.hl 

BLASTX 

g544018 

225 

7.0e-19 

82 
50 

NITRATE/CHLORATE TRANSPORTER >gi_107 635 9_pir A45772 

nitrate-inducible nitrate transporter - Arabidopsis 
thaliana >gi_166668 (L10357) CHL1 [Arabidopsis thaliana] 
>gi_3157921 (AC002131) Identical to nitrate/chlorate 
transporter cDNA gb_L10357 from A. thaliana. ESTs 
gb_H37533 and gb_R29790, gb_T46117, gb_T46068, gb_T75688, 
gb_R29817, gb_R29862, gb_Z34634 and gb_Z34258 come from 
this gene. [Arabidopsis thaliana] 

47452 

jsh701070250.hl 

BLASTN 

gl532162 

41 

6.0e-14 

53 

94 

Arabidopsis thaliana AT. 1.24-1, AT. I. 24-2, AT. 1.24-3, 
AT. I. 24-4, AT. 1.24-5, AT. I. 24-6, AT. I. 24-9 and AT. I . 24-14 
genes, partial cds, AT. I. 24-7, ascorbate peroxidase 
(ATHAPX1), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT. I 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47453 

jsh701070283.hl 

BLASTN 

gl8764 

243 

1.0e-134 

247 

100 

G.max tefSl gene for elongation factor EF-la 



Seq. No. 
Seq. ID 
Method 



47454 

jsh701070343.hl 
BLASTX 



7668 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl709347 
133 

3.0e-14 

87 
48 

SERINE/THREONINE- PROTEIN KINASE NRK2 (SERINE/THREONINE 
KINASE 2) >gi_348245 (L20321) protein serine/threonine 
kinase [Homo sapiens] >gi_4507277_ref_NP_003148 . l__pSTK2_ 
serine/threonine kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



47455 

jsh701070390.hl 

BLASTX 

g3927894 

107 

1.0e-08 

83 
47 

(Y17192) peroxidase [Cucurbita pepo] 
47456 

jsh701070393.hl 

BLASTN 

g3641835 

35 

2.0e-10 

114 

83 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 

47457 

jsh701070405.hl 

BLASTN 

g3021374 

99 

2.0e-48 

227 

86 

Glycine max mRNA for profilin, PROl 
47458 

jsh701070435.hl 

BLASTX 

g886100 

202 

9.0e-27 

67 

94 

(U27347) putative water channel protein; plasmalemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Accession Number S44084 [Glycine max] 

47459 

jsh701070436.hl 

BLASTN 

g3982595 



7669 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210 

1.0e-115 

262 
95 

Glycine max cat ionic peroxidase 2 (Prx2) mRNA, complete cds 
47460 

jsh701070439.hl 

BLASTN 

g4193387 

71 

8.0e-32 

139 

88 

Hevea brasiliensis translationally controlled tumor protein 
(TCTP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47461 

jsh701070451.hl 

BLASTX 

g3894169 

292 

1.0e-26 

88 

64 

(AC005312) hypothetical protein [Arabidopsis thaliana] 
47462 

jsh701070453.hl 

BLASTX 

g603074 

169 

2.0e-12 

74 

45 

(U18197) ATP: citrate lyase [Homo sapiens] 
47463 

jsh701070488.hl 

BLASTX 

g2055228 

169 

6.0e-21 

74 

74 

(AB000129) SRC1 [Glycine max] 
47464 

kll701202303.hl 

BLASTN 

g2674202 

107 

2.0e-53 

215 

87 

Arabidopsis thaliana CLP protease regulatory subunit CLPX 
mRNA, nuclear gene encoding chloroplast protein, complete 



7670 



cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ^Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47465 

kll701202371.hl 

BLASTN 

g456713 

236 

1.0e-130 

236 
33 

Glycine max gene for ubiquitin, complete cds 
47466 

kll701202379.hl 

BLASTN 

g4558521 

36 

2.0e-ll 

68 

88 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 

47467 

kll701202416.hl 

BLASTN 

g3869075 

53 

4.0e-21 

101 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXK3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47468. 

k!1701202570.hl 

BLASTX 

g3402677 

203 

3.0e-16 

83 
55 

(AC004697) hypothetical protein [Arabidopsis thaliana] 
47469 

kl!701202579.hl 

BLASTN 

g3980263 

76 

7.0e-35 

170 

90 

Cicer arietinum mRNA for 20S proteasome beta subunit 



Seq. No. 
Seq. ID 
Method 



47470 

k!1701202593.hl 
BLASTX 



7671 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455192 
248 

1.0e-21 

83 
59 

(AL035440) 



putative protein [Arabidopsis thaliana] 



47471 

kll701202631.hl 

BLASTX 

g3832512 

138 

8.0e-09 

63 

57 

(AF097922) granule-bound glycogen (starch) synthase 
[Astragalus membranaceus ] 

47472 

kll701202742.hl 

BLASTX 

g3548801 

186 

3.0e-14 

67 

48 

(AC005313) putative transmembrane protein [Arabidopsis 
thaliana] >gi_4335768_gb_AAD17445_ (AC006284) putative 
integral membrane protein [Arabidopsis thaliana] 

47473 

kll701202755.hl 

BLASTX 

g!172633 

435 

2.0e-43 

87 

99 

PROLIFERA PROTEIN >gi_675491 (L39954) contains MCM2/3/5 
family signature; PROSITE; PS00847; disruption leads to 
early lethal phenotype; similar to MCM2/3/5 family, most 
similar to YBR1441 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



47474 

kll701202803.hl 

BLASTX 

g3036805 

180 

9.0e-14 

40 

82 

(AL022373) thaumatin-like protein [Arabidopsis thaliana] 
47475 

kl!701202834.hl 

BLASTX 

g3033401 



7672 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210 

2.0e-33 

86 

81 

(AC004238) putative potassium transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47476 

kll701202878.hl 

BLASTX 

g4454042 

146 

1.0e-09 

45 

60 

(AL035394) putative protein [Arabidopsis thaliana] 
47477 

kll701202913.hl 

BLASTN 

g2511696 

108 

7.0e-54 

212 

Phaseolus vulgaris Moldavian encoding asparagine-specif ic 
endopeptidase precursor (clone cp6b) 

47478 

kll701202927.hl 

BLASTN 

g2827081 

124 

2.0e-63 

262 
90 

Medicago sativa cytosolic malate dehydrogenase 
complete cds 



(cmdh) mRNA, 



Seq. No. 


47479 


Seq. ID 


kll701202959.hl 


Method 


BLASTX 


NCBI GI 


g2462745 


BLAST score 


326 


E value 


1.0e-30 


Match length 


90 


% identity 


58 


NCBI Description 


(AC002292) Hypothetical 


Seq. No. 


47480 


Seq. ID 


kl!701202973.hl 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


229 


E value 


l.Qe-126 


Match length 


277 


% identity 


96 



7673 



NCBI Description Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47481 

kll701202978.hl 

BLASTX 

g!825693 

139 

1.0e-15 

87 
42 

(U88180) Similar to ubiquitin carboxyl-terminal hydrolase; 
coded for by C. elegans cDNA ykl26dll.5; coded for by C. 
elegans cDNA yk!4g8.5; coded for by C. elegans cDNA 
CEESI24R; coded for by C. elegans cDNA yk93dl0.5; coded for 
by C. elegans 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47482 

kll701203141.hl 

BLASTN 

gl7847 

32 

1.0e-08 

56 
89 

B.napus mRNA for phosphatase 2A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47483 

kll701203181.hl 

BLASTX 

g3386604 

373 

4.0e-36 

86 

74 

(AC004665) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47484 

kll701203235.hl 

BLASTX 

g 4544449 

150 

3.0e-ll 

79 
54 

(AC006592) putative peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47485 

k!1701203247.hl 

BLASTX 

g3482972 

242 

6.0e-21 

82 

61 

(AL031369) putative protein [Arabidopsis thaliana] 



Seq. No. 



47486 



7674 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



kll701203260.hl 

BLASTX 

g3377507 

172 

1.0e-12 

54 

61 

(AF056026) auxin transport protein EIR1 [Arabidopsis 
thaliana] >gi_3661620 (AF093241) putative auxin efflux 
carrier AGR [Arabidopsis thaliana] >gi_374 688 6 (AF087459) 
polar-auxin-transport efflux component AGRAVITROPIC 1 
[Arabidopsis thaliana] >gi_4206709 (AF086906) root 
gravitropism control protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47487 

kll701203277.hl 

BLASTX 

g4512670 

172 

2,0e-lS - 

76 

46 

(AC006931) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47488 

kll701203313.hl 

BLASTN 

g532704 

44 

1.0e-15 

48 

38 

Glycine max clone GMFP3 isoprenylated protein mRNA, partial 
cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47489 

kll701203363.hl 

BLASTN 

gl326160 

50 

3.0e-19 

132 
89 

Phaseolus vulgaris dehydrin mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47490 

kll701203376.hl 

BLASTX 

g3367534 

316 

2.0e-29 

59 

58 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



7675 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47491 

kll701203380.hl 

BLASTN 

gl70048 

169 

3.0e-90 
178 

Glycine max SbPRPl gene encoding a proline-rich protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



47492 

kll701203384.hl 

BLASTX 

g2388885 

144 

2.0e-09 

37 

78 

(Y14762) glutathione peroxidase [Lycopersicon esculentum] 
47493 

kll701203385.hl 

BLASTN 

g3982595 

81 

7.0e-38 

217 

84 

Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 
47494 

kll701203447.hl 

BLASTX 

g2245119 

279 

3.0e-25 

93 

65 

(Z 97 34 3) unnamed protein product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47495 

kll701203487.hl 

BLASTN 

g3982595 

101 

5.0e-50 

137 

93 

Glycine max cationic peroxidase 2 (Prx2) 



mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



47496 

kl!701203525.h2 

BLASTX 

g2244836 

322 

3.0e-30 



7676 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z97337) RNA helicase homolog [Arabidopsis thaliana] 
47497 

kll701203537.h2 

BLASTX 

g2832658 

168 

4.0e-12 

83 

40 

(AL021710) putative protein [Arabidopsis thaliana] 
47498 

kll701203589.h2 

BLASTX 

g4539345 

152 

3.0e-10 

61 

56 

(AL035539) hypothetical protein [Arabidopsis thaliana] 
47499 

kll701203604.h2 

BLASTX 

gl402878 

226 

7.0e-19 

88 

48 

(X98130) unknown [Arabidopsis thaliana] 



47500 

kll701203618.h2 

BLASTN 

g927504 

105 

4.0e-52 

197 

88 

P. sativum mRNA for fructose- 
( clone aldcyt2) 



1, 6-biphosphate aldolase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47501 

kll701203690.h2 

BLASTN 

g435678 

37 

2.0e-ll 

77 

87 

L.esculentum Mill 
S25 



(cv. Rutgers) mRNA for ribosomal protein 



Seq. No. 



47502 



7677 



Seq. ID 


Jell /UlZUooyo 


Method 


BLASTN 


NCBI GI 


g303900 


BLAST score 


61 


E value 


7 . Oe-26 


Match length 


237 


% identity 


78 


NCBI Description 


Soybean gene 


Seq. No. 


47503 


Seq. ID 


Kll l\JLl\J J / 4o 


Method 


BLAbTN 


NCBI GI 


™ A 1 o o a n 

g47zo4 y 


BLAST score 


71 


E value 


8.0e-32 


Match length 


194 


% identity 


87 


NCBI Description 


Glycine max 




homolog mRNA 


Seq. No. 


47504 


Seq. ID 


KJ_± /UIzUjoU / 


Method 


BLASTX 


NCBI GI 


g3176707 


BLAST score 


152 


E value 


3.0e-10 


Match length 


44 



Leal4 



complete cds 



% identity 

NCBI Description 



66 

(AC002392) 
thaliana] 



putative proline-rich protein APG [Arabidopsis 



Seq. No. 


47505 


Seq. ID 


kll701203828.hl 


Method 


BLASTX 


NCBI GI 


g2809246 


BLAST score 


365 


E value 


3.0e-35 


Match length 


81 


% identity 


81 


NCBI Description 


(AC002560) F2401 


Seq. No. 1 


47506 


Seq. ID 


kll701203902.h2 


Method 


BLASTN 


NCBI GI 


g3449322 


BLAST score 


37 


E value 


1.0e-ll 


Match length 


89 


% identity 


85 


NCBI Description 


Arabidopsis thai 




MXC17, complete 


Seq. No. 


47507 


Seq. ID 


kll701203907.h2 


Method 


BLASTX 


NCBI GI 


g3559816 


BLAST score 


299 



PI clone: 



7678 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-27 

82 
80 

(Y15782) transketolase 2 [Capsicum annuum] 
47508 

kll701203979.h2 

BLASTX 

gll99467 

250 

8.0e-22 

79 

61 

(D64155) possible aldehyde decarbonylase [Arabidopsis 
thaliana] 

47509 

kll701204017.hl 

BLASTX 

g3047082 

141 

1.0e-14 

77 

56 

(AF058914) similar to Vigna radiata pectinacetylesterase 
precursor (GB:X99348) [Arabidopsis thaliana] 

47510 

kll701204042.hl 

BLASTX 

g4559334 

192 

5.0e-15 

65 

51 

(AC007087) unknown protein [Arabidopsis thaliana] 
47511 

kll701204172.hl 

BLASTN 

gl69090 

86 

8.0e-41 

166 

88 

Pea glyceraldehyde-3-phosphate dehydrogenase (GapCl) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47512 

kll701204272.h2 

BLASTX 

g4098647 

174 

2.0e-14 

52 

83 

(U80668) homogentisate 1, 2-dioxygenase [Arabidopsis 



7679 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47513 

kll701204429.h2 

BLASTX 

g2894596 

137 

1.0e-08 

43 

60 

(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47514 

kll701204451.h2 

BLASTN 

g2511696 

46 

4.0e-17 

87 

91 

Phaseolus vulgaris Moldavian encoding asparagine-specif ic 
endopeptidase precursor {clone cp6b) 



Seq. No. 


47515 


beq. id 


Jill / Ulivl Jv^ • 


Method 


BLASTX 


NCBI GI 


g3319353 


BLAST score 


182 


E value 


1.0e-16 


Match length 


69 


% identity 


62 


NCBI Description 


(AF077407) contains similarity to copper-binding 


[Arabidopsis thaliana] 


Seq. No. 


47516 


Seq. ID 


k!1701204515.h2 


Method 


BLASTN 


NCBI GI 


g310560 


BLAST score 


279 


E value 


1.0e-156 


Match length 


279 


% identity 


100 


NCBI Description 


Soybean ascorbate peroxidase mRNA, complete cds 


Seq. No. 


47517 


Seq. ID 


kll701204550.h2 


Method 


BLASTN 


NCBI GI 


g2055227 


BLAST score 


101 


E value 


1.0e-49 


Match length 


245 


% identity 


86 


NCBI Description 


Glycine max mRNA for SRC1, complete cds 


Seq. No. 


47518 


Seq. ID 


kll701204592.h2 


Method 


BLASTN 



7680 



NCBI GI gl6508 
BLAST score 66 
E value 7.0e-29 
Match length 158 
% identity 85 

NCBI Description A.thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077__ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 

47519 

kll701204642.hl 
BLASTX 
g4490310 
141 

4.0e-09 

65 

(AL035678) somatic embryogenesis receptor-like kinase-like 
protein [Arabidopsis thaliana] 



Seq. No. 47520 

Seq. ID kll701204665.hl 

Method BLASTX 

NCBI GI g3135611 

BLAST score 163 

E value 1.0e-ll 

Match length 54 

% identity 63 , 
NCBI Description (AF062485) cellulose synthase [Arabidopsis thaliana] 

Seq. No. 47521 

Seq. ID kll701204730.hl 

Method BLASTX 

NCBI GI g!931645 

BLAST score 170 

E value 2.0e-12 

Match length 56 

% identity 59 

NCBI Description (U95973) Fe(II) transporter isolog [Arabidopsis thaliana] 

Seq. No. 47522 

Seq. ID kll701204771.hl 

Method BLASTX 

NCBI GI g2832660 

BLAST score 250 

E value 9.0e-22 

Match length 76 

% identity 61 t 
NCBI Description (AL021710) lipase-like protein [Arabidopsis thaliana] 

Seq. No. 47523 

Seq. ID kll701204783.hl 

Method BLASTX 

NCBI GI g2459424 

BLAST score 192 

E value 6.0e-15 

Match length 87 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7681 




% identity 


49 


NCBI Description 


(AC002332) unknown protein [Arabidopsis thaliana] 


Seq. No. 


47524 


Seq. ID 


kll701204785 . hi 


Method 


BLASTN 


NCBI GI 


gl556445 


BLAST score 


101 


E value 


1.0e-49 


Match length 


197 


% identity 


88 


NCBI Description 


Hordeum vulgare alpha tubulin (tubA) mRNA, complete cas 


Seq. No. 


47525 


Seq. ID 


kll701205004 .hi 


Method 


BLASTX 


NCBI GI 


g2407790 


BLAST score 


297 


E value 


3.0e-27 


Match length 


93 


% identity 


62 


NCBI Description 


(AF019910) grrl [Glycine max] 


Seq. No. 


47526 


Seq. ID 


kll70 12050 17 .hi 


Method 


BLASTX 


NCBI GI 


g4490758 


BLAST score 


152 


E value 


2.0e-ll 


Match length 


73 


% identity 


44 


NCBI Description 


(AL035708) putative protein [Arabidopsis thaliana] 


Seq. No. 


47527 


Seq. ID 


kll701205044 .hi 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


202 


E value 


1.0e-110 


Match length 


265 


% identity 


95 


NCBI Description 


Glycine max catiomc peroxidase 2 (Prx^) mRNA, complete 


Seq. No. 


47528 


Seq. ID 


kll701205066.hl 


Method 


BLASTX 


NCBI GI 


g4204293 


BLAST score 


294 


E value 


6.0e-27 


Match length 


89 


% identity 


66 


NCBI Description 


(AC003027) lcl prt seq No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


47529 


Seq. ID 


kll701205078.hl 


Method 


BLASTX 



7682 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4056433 
166 

7.0e-12 

49 

61 

(AC005990) Similar to anter-specif ic proline-rich protein 
(CEX) gb X60376 from Brassica napus. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47530 

kll701205083.hl 

BLASTX 

g2244836 

171 

2.0e-12 

60 
57 

(Z97337) RNA helicase homolog [Arabidopsis thaliana] 
47531 

kll701205160.hl 

BLASTX 

g728868 

196 

2.0e-15 

90 

44 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) 

>gi_99824_pir S16748 proline-rich protein - rape 

(fragment) >gi_22597_emb_CAA42924_ (X60376) proline-rich 
protein [Brassica napus] 

47532 

kll701205161.hl 

BLASTN 

g3982595 

106 

8.0e-53 

190 

89 

Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 
47533 

kll701205203.hl 

BLASTX 

g2494174 

358 

3.0e-34 

72 

92 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_497979 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



47534 

kll701205354.hl 

BLASTX 

g3355618 

176 



7683 



E value 
Match length 
% identity 



5.0e-13 
55 
58 



=s identify jo 

NCBI Description (AJ000232) unnamed protein product [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



47535 

kll701205427.hl 

BLASTX 

g3790569 

166 

7.0e-12 

67 

43 

(AF078822) RING-H2 finger protein RHA2a [Arabidopsis 
thaliana] 

47536 

kll701205434.hl 

BLASTX 

g4558591 

154 

2.0e-10 

47 

72 

(AC006555) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 

47537 

kll701205538.hl 

BLASTX 

g478809 

319 

8.0e-30 

82 

76 

protein kinase 6 (EC 2.7.1.-) - soybean >gi_170047 (M6744S 

protein kinase [Glycine max] >gi_4 44789_prf 1908223A 

protein kinase [Glycine max] 

47538 

kll701205576.hl 

BLASTX 

g2347088 

156 

2.0e-13 

65 

65 

(U72765) non-specific lipid transfer protein PvLTP-24 
[Phaseolus vulgaris] 

47539 

kll701205586.hl 

BLASTN 

g3982595 

210 

1.0e-115 

257 



7684 



% identity 

NCBI Description 



96 



Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47540 

kll701205621.hl 

BLASTX 

g349379 

282 

1.0e-25 

88 
65 

(L22847) HAHB-1 [Helianthus annuus] 
47541 

kll701205633.hl 

BLASTX 

g3914441 

155 

1.0e-10 
88 
5 

REPETITIVE 
>gi_166408 



PROLINE-RICH CELL WALL PROTEIN PRECURSOR (MSPRP) 
(M91078) MsPRP [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47542 

kll701205691.hl 

BLASTX 

g3924596 

382 

3.0e-37 

76 

87 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 



Seq. No. 47543 

Seq. ID kll701205720.hl 

Method BLASTX 

NCBI GI g3236238 

BLAST score 148 

E value 8.0e-10 

Match length 86 

% identity 40 ..... 

NCBI Description (AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 

47544 

kll701205731.hl 
BLASTX 
g4249382 
194 

3.0e-15 

48 
79 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7685 



gb_AC004481. [Arabidopsis thaliana] 

Seq. No. 47545 

Seq. ID kll701205747.hl 

Method BLASTX 

NCBI GI g2244940 

BLAST score 271 

E value 3.0e-24 

Match length 85 

% identity 61 

NCBI Description (Z97339) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 47546 

Seq. ID kll701205777.hl 

Method BLASTX 

NCBI GI g2118231 

BLAST score 316 

E value 1.0e-2 9 

Match length 73 

% identity 78 

NCBI Description H+-transporting ATPase (EC 3.6.1.35) AHA10 - Arabidopsis 
thaliana >gi_7 6535 4_bbs_157 347 (S74033) plasma membrane 
H(+) -ATPase isoform AHA10=P-type ATPase [Arabidopsis 
thaliana, cv. Columbia, Peptide, 946 aa] [Arabidopsis 
thaliana] 

Seq. No. 47547 

Seq. ID kll701205779.hl 

Method BLASTX 

NCBI GI g3790575 

BLAST score 217 

E value 6.0e-18 

Match length 76 

% identity 51 

NCBI Description (AF078825) RING-H2 finger protein RHA3b [Arabidopsis 
thaliana] 

Seq. No. 47548 

Seq. ID kll701205782.hl 

Method BLASTX 

NCBI GI g4467158 

BLAST score 141 

E value 5.0e-09 

Match length 45 

% identity 64 

NCBI Description (AL035540) putative protein [Arabidopsis thaliana] 

Seq. No. 47549 

Seq. ID kl!701205935.hl 

Method BLASTX 

NCBI GI g3859592 

BLAST score 205 

E value 5.0e-31 

Match length 91 

% identity 71 

NCBI Description (AF104919) contains similarity to expansms [Arabidopsis 
thaliana] 



7686 



Seq. No. 


47550 






Seq. ID 


kll701205942.hl 








OLiirUS 1 IN 






NCBI GI 


g515691 






BLAST score 


180 






E value 


7.0e-97 






Match length 


191 






% identity 


99 






NCBI Description 


Glycine max Forrest 


beta-tubulin (tubB3) mRNA, 


partial cds 


Seq. No. 


47551 






Seq. ID 


kll701205978,hl 






Method 


BLASTX 














BLAST score 


124 






E value 


8.0e-13 






Match length 


89 






% identity 


54 






NCBI' Description 


(AC003952) putative 


physical impedence protein 


[Arabidopsi 




thaliana] 






Seq. No. 


47552 






Seq. ID 


kll701205980.hl 






Method 


BLASTX 






NCBI GI 


g!36644 






BLAST score 


228 






E value 


8.0e-26 






Match length 


76 






% identity 


71 







NCBI Description 



UBIQUITIN-CONJUGATING ENZYME E2-23 KD (UBIQUITIN- PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_1007 65_pir A34506 

23K ubiquitin carrier protein E2 - wheat >gi_170782 
(M28059) ubiquitin carrier protein [Triticum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



47553 

k!1701206027.hl 

BLASTN 

g725331 

304 

1.0e-171 

304 

100 

Glycine max mitochondrion polymorphic marker DNA sequence 
47554 

kll701206085.hl 

BLASTN 

g602589 

33 

4.0e-09 

88 

92 

P.hybrida mRNA for triosephosphate isomerase 
47555 

kll701206107,hl 



7687 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



BLASTN 
g!8646 
129 

2.0e-66 

189 
92 

Soybean mRNA for HMG-Y related protein, variant A 
47556 

kll701206168.hl 

BLASTX 

g4263722 

173 

6.0e-13 

36 
83 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
47557 

kll701206221.hl 

BLASTX 

g3355465 

362 

6.0e-35 

85 

78 

(AC004218) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47558 

kll701206301.hl 

BLASTN 

g4566613 

46 

7.0e-17 

122 

84 

Populus alba x Populus tremula actin depolymerizing factor 
mRNA, partial cds 

47559 

kll701206349.hl 

BLASTX 

g2827549 

235 

5.0e-20 
48 
90 

(AL021635) glycoprotein endopeptidase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



47560 

kll701206366.hl 

BLASTX 

g4206196 

230 

2.0e-19 



7688 



Match length 


72 


% identity 


54 


NCBI Description 


(AF071527) hypothetical protein [Arabidopsis thaliana] 


Seq. No, 


47561 


Seq. ID 


kll701206396.hl 


Method 


BLASTN 




g4o^4 y bo 


BLAST score 


74 


E value 


1.0e-33 


Match length 


130 


% identity 


89 


NCBI Description 


Glycine max ADP-ribosylation factor mRNA, partial cds 


Seq. No. 


47562 


Seq. ID 


kll701206410.hl 


Method 


BLASTX 


NCBI GI 


glzy /Joy 


BLAST score 


294 


E value 


6.0e-27 


Match length 


67 


% identity 


81 


NCBI Description 


(U53701) alcohol dehydrogenase 2d [Gossypium hirsutuxn] 


Seq. No. 


47563 


Seq. ID 


kll701206538.hl 


Method 


BLASTN 


NCBI GI 


g929950 


BLAST score 


74 


E value 


1.0e-33 


Match length 


135 


% identity 


96 


NCBI Description 


Glycine max homeobox- leucine zipper protein mRNA/ part 




cds 


Seq. No. 


47564 


Seq. ID 


kll701206557.hl 


Method 


BLASTX 


NCBI GI 


gl865677 


BLAST score 


430 


E value 


7,0e-43 


Match length 


88 


% identity 


88 


NCBI Description 


(Y08568) trehalose-6-phosphate synthase [Arabidopsis 




thaliana] 


Seq. No. 


47565 


Seq. ID 


k!1701206581.hl 


Method 


BLASTX 


NCBI GI 


gl084512 


BLAST score 


155 


E value 


1.0e-10 


Match length 


83 


% identity 


46 


NCBI Description 


viral mRNA translation inhibitor SKI2 - yeast 




(Saccharomyces cerevisiae) >gi_625114 (U19729) Ski2p: 




Antiviral protein [Saccharomyces cerevisiae] 



7689 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47566 

kll701206586.hl 
BLASTX 

g4115383 - 
197 

1.0e-15 

75 
17 

(AC005967) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



47567 

kll701206604.hl 

BLASTX 

g4508073 

154 

3.0e-14 

78 
54 

(AC005882) 43220 [Arabidopsis thaliana] 
47568 

kll701206618.hl 

BLAST N 

gl6508 

105 

4.0e-52 

149 

93 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

47569 

kll701206656.hl 

BLASTX 

g4335722 

229 

2.0e-19 

63 

67 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
47570 

kll701206658.hl 

BLASTX 

g2583119 

284 

8.0e-26 

80 

14 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
47571 

kll701206950.hl 
BLASTX 



7690 



NCBI GI g2911077 

BLAST score 146 

E value 1.0e-09 

Match length 54 

% identity 52 

NCBI Description (AL021960) gibberellin 20-oxidase - like protein 
[Arabidopsis thaliana] 

47572 

kll701206969.hl 
BLASTX 
g3367522 
201 

4.0e-16 

82 
51 

(AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 

47573 . , . 

kll701206975.hl 
BLASTX 
g3292815 
173 

8.0e-13 
77 
53 

(AL031018) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 47574 

Seq. ID kll701206994.hl 

Method BLASTX 

NCBI GI g3290209 

BLAST score 210 

E value 4.0e-17 

Match length 70 

% identity 63 

NCBI Description (U78947) MADS-box protein 1 [Malus domestical 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 47576 

Seq. ID kll701207126.hl 

Method BLASTN 

NCBI GI g256142 

BLAST score 249 

E value 1.0e-138 

Match length 253 

% identity 100 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47575 

kll701207102.hl 

BLASTN 

gl70053 

84 

1.0e-39 

164 

88 

Soybean ribosomal protein Sll mRNA, 3 T end 



7691 



NCBI Description cytosolic glutaraine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 1450 nt] 



Seq. No. 47577 

Seq. ID kll701207169.hl 

Method BLASTX 

NCBI GI g2245394 

BLAST score 143 

E value 3.0e-09 

Match length 4 6 

% identity 59 

NCBI Description (U89771) ARFl-binding protein [Arabidopsis thaliana] 

Seq. No. 4 7578 

Seq. ID kll701207219.hl 

Method BLASTX 

NCBI GI g4220524 

BLAST score 232 

E value 1.0e-19 

Match length 60 

% identity 65 

NCBI Description (AL035356) putative protein [Arabidopsis thaliana] 

Seq. No. 47579 

Seq. ID kll701207249.hl 

Method BLASTX 

NCBI GI g3236254 

BLAST score 216 

E value 1.0e-18 

Match length 71 

% identity 65 

NCBI Description (AC004684) unknown protein [Arabidopsis thaliana] 

Seq. No. 47580 

Seq. ID kll701207255.hl 

Method BLASTN 

NCBI GI g757521 

BLAST score 52 

E value 9.0e-21 

Match length 14 4 

% identity 84 

NCBI Description A.glutinosa mRNA for subtilisin-like protein 

Seq. No. 47581 

Seq. ID k!1701207312.hl 

Method BLASTX 

NCBI GI g4406819 

BLAST score 248 

E value 2.0e-21 

Match length 58 

% identity 88 

NCBI Description (AC006201) unknown protein [Arabidopsis thaliana] 

Seq. No. 47582 

Seq. ID kll701207361.hl 

Method BLASTN 

NCBI GI g256142 



7692 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



249 

1.0e-138 

257 

99 

cytosolic glutamine synthetase [Glycine max=soybeans / var 
Prize, mRNA, 1450 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



47583 

k!1701207375.hl 

BLASTX 

g3264767 

209 

3.0e-17 

49 
80 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
47584 

kll701207435.hl 

BLASTN 

gl707369 

33 

3.0e-09 

73 

86 

A.thaliana mRNA for arginine/serine-rich splicing factor, 
RSp41 

47585 

kll701207462.hl 

BLASTX 

g2501182 

151 

2.0e-10 

32 
78 

OSMOTIN-LIKE PROTEIN PRECURSOR >gi_2129934_pir JC5237 

osmotin-like protein - tomato >gi_1220537 (L7 6632) 
osmotin-like protein [Lycopersicon esculentum] 

47586 

kll701207465.hl 

BLASTX 

g3738334 

160 

3.0e-ll 

60 
57 

(AC005170) unknown protein [Arabidopsis thaliana] 
47587 

k!1701207526.hl 

BLASTX 

g3193306 

171 

2.0e-12 

.5.8 



7693 



% identity 57 

NCBI Description (AF069300) contains similarity to Arabidopsis^ 
membrane-associated salt-inducible-like protein 
(GB:AL021637) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47588 

kll701207529.hl 

BLASTN 

gl381675 

135 

5.0e-70 

243 

89 

Glycine max small GTP-binding protein (sral) 
cds 



mRNA, partial 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47589 

kll701207535.hl 

BLASTN 

g2924257 

91 

9.0e-44 

185 

90 

Tobacco chloroplast genome DNA 
47590 

kll701207645.hl 

BLASTN 

gl8764 

106 

9.0e-53 

166 

92 

G.max tefSl gene for elongation factor EF-la 
47591 

kll701207668.hl 

BLASTN 

g2304954 

259 

1.0e-144 

259 
100 

Glycine max aluminum induced sali5-4a mRNA, complete cds 
47592 

kll701207680.hl 

BLASTN 

gl6508 

66 

7.0e-29 

158 

85 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 



7694 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



47593 

kll701207748.hl 

BLASTX 

g3702332 

272 

3.0e-24 
90 

(AC005397) unknown protein [Arabidopsis thalxana] 



47594 

kll701207784.hl 

BLASTN 

gl370199 

63 

3.0e-27 

185 

88 

L.japonicus mRNA 



for small GTP-binding protein, RAC1 



47595 

kll701207809.hl 

BLASTN 

gll50683 

50 

2.0e-19 

171 

82 

V.radiata atpB, rbcL and trnK genes 
47596 

kll701207912.hl 

BLASTX 

g2959781 

447 

9.0e-45 

95 

84 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
47597 

kll701207942.hl 

BLASTN 

gl420935 

130 

5.0e-67 

199 

95 

Vigna unguiculata aspartic proteinase mRNA, complete cds 
47598 

kll701207946.hl 

BLASTX 

g4432846 

156 

2.0e-23 



7695 



Match length 104 
identity 70 



NCBI Description (AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



47599 

kll701207952.hl 

BLASTX 

g4406818 

192 

6.0e-15 

83 

51 

(AC006201) putative transcription factor-like protein 
[Arabidopsis thaliana] 

47600 

kll701208025.hl 

BLASTN 

g2511696 

108 

7.0e-54 

212 

88 

Phaseolus vulgaris Moldavian encoding asparagine-speciric 
endopeptidase precursor {clone cp6b) 

47601 

kll701208060.hl 

BLASTX 

g2317901 

341 

2.0e-32 

80 

82 

(U89959) Similar to vesicle transport protein, PIR 
Accession Number A55931 [Arabidopsis thaliana] 

47602 

kll701208091.hl 

BLASTN 

g!6508 

66 

7.0e-29 

158 

85 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

47603 

kll701208101.hl 

BLASTX 

gl762144 

143 

3.0e-09 

44 

55 



7696 



NCBI Description (U48435) putative cytochrome P450 [Solanum chacoense] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47604 

kll701208110.hl 

BLASTX 

g4567278 

243 

6.0e-21 

54 

91 

(AC006841) putative anthracycline associated resistance ARX 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47605 

kll701208144.hl 

BLASTX 

g3080412 

282 

2.0e-25 

81 

63 

(AL022604) putative protein [Arabidopsis thaliana] 
47606 

kll701208162.hl 

BLASTN 

gl669590 

160 

6.0e-85 
264 

Glycyrrhiza echinata mRNA for O-methyltransferase, complete 
cds 



Seq. No. 47607 

Seq. ID k!1701208210.hl 

Method BLASTX 

NCBI GI g4115388 

BLAST score 285 

E value 6.0e-26 

Match length 80 

% identity 71 ... 

NCBI Description (AC005967) putative prolylcarboxypeptidase [Arabidopsis 
thaliana] 

Seq. No. 47608 

Seq. ID kll701208280.hl 

Method BLASTN 

NCBI GI gl69928 

BLAST score 255 

E value 1.0e-141 

Match length 255 

% identity 100 , 

NCBI Description Glycine max alpha 1 -type beta conglycinin storage protein 
gene, complete cds, clone ch4A 

Seq. No. 47609 



7697 



Seq. ID 


kll701208281.hl 


Method 


BLASTX 


NCBI GI 


g4539333 


BLAST score 


226 


E value 


5.0e-19 


Match length 


66 


% identity 


62 


NCBI Description 


(AL035539) putative amino acid transport protein 




[Arabidopsis thaliana] 


Seq. No. 


47610 


Seq. ID 


kll701208341.hl 


Method 


BLASTX 


NCBI GI 


g2143290 


BLAST score 


166 


E value 


5.0e-12 


Match length 


77 


% identity 


40 


NCBI Description 


(Z95972) hypothetical protein Rv0669c [Mycobacterium 




tuberculosis] 


Seq. No. 


47611 


Seq. ID 


kll701208348.hl 


Method 


BLASTX 


NCBI GI 


gl890317 


BLAST score 


175 


E value 


5.0e-20 


Match length 


78 


% identity 


68 


NCBI Description 


(Y11791) peroxidase ATP26a [Arabidopsis thaliana] 


Seq. No. 


47612 


Seq. ID 


kll701208395.hl 


Method 


BLASTX 


NCBI GI 


g2347088 


BLAST score 


168 


E value 


3.0e-12 


Match length 


54 


% identity 


57 


NCBI Description 


(U72765) non-specific lipid transfer protein PvLTP-2 




[Phaseolus vulgaris] 


Seq. No. 


47613 


Seq. ID 


kll701208415.hl 


Method 


BLASTX 


NCBI GI 


g3859116 


BLAST score 


187 


E value 


3.0e-14 


Match length 


44 


% identity 


75 


NCBI Description 


(AF031609) unknown [Oryza sativa] 


Seq. No. 


47614 


Seq. ID 


kll701208468.hl 


Method 


BLASTX 


NCBI GI 


g4263527 


BLAST score 


194 



7698 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



9.0e-21 

70 
76 

(AC004044) hypothetical protein [Arabidopsis thalxana] 
47615 

kll701208478.hl 

BLASTN 

gl9565 

36 

4.0e-ll 

52 
92 

M.liliiflora GADPH mRNA for glycolytic 
glyceraldehyde-3-phosphate dehydrogenase 

47616 

kll701208531.hl 

BLASTX 

gl669655 

208 

2.0e-21 

83 

60 ^ 

(X95962) CER3 [Arabidopsis thaliana] 

47617 

kll701208536.hl 

BLASTX 

g3367537 

293 

6.0e-27 
85 

(AC004392) Contains similarity to ANK repeat region of 
Fowlpox virus BamHI-orf7 protein homolog C18F10.7 gi_485107 
from Caenorhabditis elegans cosmid gb_U0004 9. This gene is 
continued from unannotated gene on BAC F19K23 gb_AC000375. 
[Arabid 

47618 

kll701208568.hl 

BLASTN 

g218227 

102 

2.0e-50 

138 

93 

Rice mRNA for ras-related GTP binding protein, complete cds 
47619 

kll701208569.hl 

BLASTN 

g3982595 

160 

5.0e-85 
212 



7699 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

Glycine max cat ionic peroxidase 2 (Prx2) mRNA, complete cds 
47620 

kll701208596.hl 

BLASTN 

g2511696 

80 

3.0e-37 

148 

89 

Phaseolus vulgaris Moldavian encoding asparagine-specif ic 
endopeptidase precursor (clone cp6b) 

47621 

kll701208606.hl 

BLASTX 

g3549665 

233 

6.0e-20 

71 

70 

(AL031394) hypothetical protein [Arabidopsis thaliana] 
47622 

kl!701208649.hl 

BLASTX 

gl076287 

165 

1.0e-ll 

49 

63 

amine acid permease - Arabidopsis thaliana 
>gi_510236_emb_CAA50672_ (X71787) amine acid permease 
[Arabidopsis thaliana] 

47623 

kll701208685.hl 

BLASTX 

g3894157 

370 

8.0e-36 

92 
71 

(AC005312) putative protein kinase, 3 T partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47624 

kll701208778.hl 

BLASTN 

g4457220 

37 

2.0e-ll 

125 
82 

Capsicum chinense putative bZIP DNA-binding protein mRNA, 
complete cds 



7700 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



47625 

kll701208795. 
BLASTX 
g2104529 
325 

1.0e-30 



hi 



68 

(AF001308) 
thaliana] 



putative hexose transporter [Arabidopsis 



47626 

kll701208811.hl 

BLASTX 

g2791278 

136 

5.0e-12 

83 

43 

(Z69257) beta-xylosidase [Hypocrea jecorina] 
47627 

kll701208831.hl 

BLASTX 

g3702328 

182 

8.0e-14 

56 

57 

(AC005397) putative cytochrome b5 [Arabidopsis thaliana] 
47628 

kll701208891.hl 

BLASTX 

g2494064 

230 

1.0e-21 

84 

64 

RETINALDEHYDE-SPECIFIC DEHYDROGENASE TYPE 2 (RALDH(II) ) 
(RALDH-2) >gi_1403721 (U60063) aldehyde dehydrogenase 
[Rattus norvegicus] 

47629 

kll701208920.hl 

BLASTN 

g3116019 

43 

4.0e-15 

123 

84 

Pisum sativum mRNA for ftsZ gene 
47630 

kll701208955.hl 
BLASTN 



7701 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl675195 
92 

2.0e-44 

185 

88 

Pisum sativum 
complete cds 



(clone PsRCI22-3) callus protein P23 mRNA, 



47631 

kl!701208959.hl 

BLASTX 

g2267567 

149 

1.0e-17 

58 

75 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi__2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

47632 

kll701209027.hl 

BLASTX 

g2281100 

191 

5.0e-15 

72 
51 

(AC002333) LecRKl protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



47633 

kll701209049.hl 

BLASTX 

g3513727 

229 

2.0e-19 

79 

54 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: .score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

47634 

kll701209149.hl 

BLASTX 

g3582333 

185 

4.0e-14 

82 
41 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
47635 

kll701209165.hl 



7702 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4508077 

131 

5.0e-14 

58 
74 

(AC005882) 



62114 [Arabidopsis thaliana] 



47636 

kll701209170.hl 

BLASTX 

gl35431 

239 

1.0e-20 

70 

69 

TUBULIN ALPHA CHAIN >gi_84078_pir A28914 tubulin alpha 

chain - Naegleria gruberi >gi_9739_emb_CAA31074_ (X12561) 
alpha-tubulin [Naegleria gruberi] >gi_97 41_emb_CAA31075_ 
(X12562) alpha-tubulin [Naegleria gruberi] 
>gi_9743_emb_CAA31076_ (X12563) alpha-tubulin [Naegleria 
gruberi] 

47637 

kl!701209369.hl 

BLASTX 

g3928150 

210 

3.0e-17 

49 

86 

(AJ131049) hypothetical protein [Cicer arietinum] 
47638 

kll701209443.hl 

BLASTX 

g!246403 

274 

1.0e-24 

62 
79 

(X94698) TINY [Arabidopsis thaliana] >gi_3406035 (AC005405) 
TINY [Arabidopsis thaliana] 

47639 

kll701209458.hl 

BLASTX 

g3818624 

230 

1.0e-33 

86 
90 

(AF095912) actin related protein 2; ARP2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



47640 

kll701209469.hl 
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Method 


if 

BLASTX 


NCBI GI 


g3183088 


BLAST score 


146 


E value 


1 . ue-uy 


Match lengtn 


CO 
JO 


% identity 


53 


NCBI Description 


PROBABLE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(LTP) >gi_629658j?ir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



47641 

kll701209511.hl 

BLASTN 

gl70025 

88 

6.0e-42 

136 

91 

Soybean malate synthase 



(MS) mRNA, 3 f end 



47642 

kl!701209517.hl 

BLASTX 

g3850569 

215 

1.0e-17 

90 
51 

(AC005278) 
from this 



ESTs gb_T21276, gb_T45403, and gb_AA586113 come 
gene. [Arabidopsis thaliana] 



47643 

kll701209560.hl 

BLASTX 

g3367534 

431 

6.0e-43 

88 

86 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 

47644 

kll701209592.hl 

BLASTX 

g3914239 

324 

2.0e-30 

90 

71 

PROTEIN PHOSPHATASE 2C ABI2 (PP2C) 

>gi_l 94514 0_emb_CAA70163_ (Y08966) ABI2 protein phosphatase 
2C [Arabidopsis thaliana] >gi_1945142_emb__CAA70162__ 
(Y08965) ABI2 protein phosphatase 2C [Arabidopsis thaliana] 
>gi_2564213_emb_CAA72538_ (Y11840). ABI2 [Arabidopsis 



7704 



® 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47645 

kll701209603.hl 
BLAST N 
g3982595 
209 

1.0e-114 

237 

97 

Glycine max cationic peroxidase 2 



[Prx2) mRNA, complete cds 



47646 

kll701209652.hl 

BLASTX 

g2498329 

165 

2.0e-18 

64 

81 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665_pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



Seq. No. 


47647 


Seq. ID 


kll701209674.hl 


Method 


BLASTX 


NCBI GI 


g4455177 


BLAST score 


251 


E value 


7.0e-22 


Match length 


83 


% identity 


63 


NCBI Description 


(AL035521) putat 


Seq. No. 


47648 


Seq. ID 


kll701209775.hl 


Method 


BLASTX 


NCBI GI 


g3892709 


BLAST score 


276 


E value 


7.0e-25 


Match length 


76 


% identity 


68 


NCBI Description 


(AL033545) putat 


Seq. No. 


47649 


Seq. ID 


kll701209890.hl 


Method 


BLASTX 


NCBI GI 


g3738230 


BLAST score 


241 


E value 


1.0e-20 


Match length 


67 


% identity 


61 



[Arabidopsis thaliana] 



7705 



NCBI Description 



(AB007790) DREB2A [Arabidopsis thaliana] 

>gi_4126706_dbj_BAA36705_ (AB016570) DREB2A [Arabidopsis 
thaliana] 



Seq. No. 47650 

Seq. ID kl!701209922.hl 

Method BLASTX 

NCBI GI g2245136 



BLAST score 


loo 


E value 


1 . Oe-14 


Match length 


62 


% identity 


56 


NCBI Description 


(Z97o44) trena-Lose- o-pnospnate synmase noiuoxuy 


[Arabidopsis thaliana] 


Seq. No. 


47651 


Seq. ID 


kll701209952 .hi 


Method 


BLASTX 


NCBI GI 


g3643611 


BLAST score 


249 


E value 


8.0e-22 


Match length 


59 


% identity 


78 


NCBI Description 


(AC005395T putative casein kinase [Arabidopsis thaliana 


Seq. No. 


47652 


Seq. ID 


kll701210038.hl 


Method 


BLASTX 


NCBI GI 


g3337367 


BLAST score 


170 


E value 


2.0e-12 


Match length 


70 


% identity 


49 


NCBI Description 


(AC004481) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


47653 


Seq. ID 


kll701210052.hl 


Method 


BLASTN 


NCBI GI 


g2961297 


BLAST score 


38 


E value 


4.0e-12 


Match length 


187 


% identity 


81 


NCBI Description 


Cicer arietinum mRNA for unidentified protein 


Seq. No. 


47654 


Seq. ID 


kll701210095.hl 


Method 


BLASTX 


NCBI GI 


gl297359 


BLAST score 


300 


E value 


1.0e-27 


Match length 


68 


% identity 


81 


NCBI Description 


(U53701) alcohol dehydrogenase 2d [Gossypium hirsutum] 



Seq. No. 47655 

Seq. ID kll701210117.hl 



7706 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2129742 

164 

1.0e-ll 

43 
65 

stress-induced protein 0ZI1 precursor - Arabidopsis 
thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_22528 69 (AF013294) No 
definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47656 

kll701210128.hl 

BLASTN 

g3869066 

32 

1.0e-08 

111 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBM17 , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47657 

k!1701210145.hl 

BLASTN 

gl8644 

203 

1.0e-110 

251 

95 

Soybean mRNA for HMG-1 like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47658 

kll701210195.hl 

BLASTX 

g3885340 

225 

7.0e-19 

80 
53 

(AC005623) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47659 

kll701210221.hl 

BLASTN 

gl737221 

125 

5.0e-64 

265 

87 

Pisum sativum BP-80 vacuolar sorting receptor mRNA, 
complete cds 



Seq. No. 
Seq. ID 



47660 

kll701210239.hl 



7707 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2827143 

165 

8.0e-12 

85 
44 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

47661 

kll701210258.hl 

BLASTX 

gl502430 

235 

4.0e-29 

72 

90 

(U62331) phosphate transporter [Arabidopsis thaliana] 
>gi_2564661 (AF022872) phosphate transporter [Arabidopsis 
thaliana] >gi_3869206_dbj_BAA34398_ (AB016166) Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 (AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 

47662 

kll701210267.hl 

BLASTX 

g2995951 

189 

2.0e-20 

75 

62 

(AF053564) auxin-induced protein [Mesembryanthemum 
crystallinum] 

47663 

kll701210278.hl 

BLASTX 

g2499624 

144 

2.0e-09 

70 

43 

PROBABLE SERINE/THREONINE-PROTEIN KINASE YOL045W 

>gi_2132002_pir S66730 hypothetical protein YOL045w - 

yeast (Saccharomyces cerevisiae) >gi_1419848_emb_CAA99051_ 
(Z74788) ORF YOL045w [Saccharomyces cerevisiae] 

47664 

kll701210281.hl 

BLASTX 

g3482978 

278 

5.0e-25 

74 

73 

(AL031369) putative protein [Arabidopsis thaliana] 



7708 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



47665 

kll701210317.hl 

BLASTN 

g3982595 

115 

5.0e-58 

135 

96 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



47666 

kl!701210352.hl 

BLASTN 

gl70048 

250 

1.0e-138 

266 

9 

Glycine max SbPRPl gene encoding a proline-rich protein, 
complete cds 

47667 

kll701210360.hl 

BLASTN 

g506628 

107 

2.0e-53 

199 

93 

Glycine max cv. Dare photosystem II type I chlorophyll 
a/b-binding protein (lhcbl*7) gene, complete cds 

47668 

kll701210424.hl 

BLASTN 

gl2199 

47 

5.0e-18 

91 

88 

P. vulgaris chloroplast DNA for tRNA-His gene region 
47669 

kll701210487.hl 

BLASTX 

g2765093 

288 

2.0e-26 

75 

67 

(Y10983) putative cytochrome P450 [Glycine max] 
47670 

kll701210515.hl 

BLASTX 

g3080397 

139 



7709 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-09 

37 
65 

(AL022603) hypothetical protein [Arabidopsis thaliana] 
47671 

kll701210520.hl 

BLASTN 

gl70067 

153 

5.0e-81 

164 

99 

Soybean (G.max) proline-rich cell wall protein (SbPRP3) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47672 

kll701210653.hl 

BLASTN 

g3982595 

159 

2.0e-84 

213 

95 

Glycine max cationic peroxidase 2 



47673 

kll701210695.hl 

BLASTN 

g472262 

55 

2.0e-22 

93 

90 

Glycine max 28S ribosomal 
1803 in mature rRNA 



(Prx2) mRNA, complete cds 



RNA (28S rRNA) , ca. bp 1612 to 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47674 

kll701210707.hl 

BLASTX 

g3600033 

226 

5.0e-19 

79 

56 

(AF080119) contains similarity to the 
the El protein (Pfam: ElJNLhmm, score: 
thaliana] 



N terminal domain of 
12 . 36) [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



47675 

kll701210719.hl 

BLASTX 

g2688094 

156 

1.0e-10 

89 
40 



7710 



NCBI Description (AE001130) guanosine-3 T , 5 ' -bis (diphosphate) 

S'-pyrophosphohydrolase (spoT) [Borrelia burgdorferi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47676 

kll701210761.hl 

BLASTX 

g2244876 

281 

2.0e-25 

83 

71 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
47677 

kll701210774.hl 

BLASTX 

g2642163 

201 

5.0e-16 

84 

43 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
47678 

kll701210780.hl 

BLASTN 

g2961297 

38 

4.0e-12 

187 
81 

Cicer arietinum mRNA for unidentified protein 
47679 

kll701210805.hl 

BLASTX 

g4406784 

148 

5.0e-10 

74 

38 

(AC006532) putative oligopeptide transport protein 
[Arabidopsis thaliana] 

47680 

kll701210871.hl 

BLASTX 

g3342249 

188 

1.0e-14 

69 

51 

(AF047719) GA3 [Arabidopsis thaliana] >gi_3342251 
(AF047720) GA3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



47681 

kll701210896.hl 



7711 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

S J eq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl70048 

52 

2.0e-20 

56 

13 

Glycine max SbPRPl gene encoding a proline-rich protein, 
complete cds 

47682 

kll701210921.hl 

BLASTX 

g4314387 

333 

1.0e-31 

64 

97 

(AC006232) putative beta-alanine synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47683 

kll701210962.hl 

BLASTN 

gl66379 

96 

8.0e-47 

156 

69 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 

47684 

k!1701211001.hl 

BLASTX 

gl25606 

210 

4.0e-17 

80 
51 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63_pir S12248 

pyruvate kinase (EC 2.7.1.40) - potato 

>gi_22576_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47685 

kll701211017.hl 

BLASTX 

g4325370 

322 

2.0e-36 

87 

87 

(AF128396) similar to human phosphotyrosyl phosphatase 
activator PTPA (GB:X73478) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



47686 

kll701211110.hl 



7712 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

-% identity 

NCBI Description 



BLASTX 

g3892713 

189 

2.0e-16 

58 
71 

(AL033545) 



putative protein [Arabidopsis thaliana] 



47687 

kll701211127.hl 

BLASTX 

g3600035 

292 

9.0e-27 

77 

70 

(AF080119) contains similarity to GTP-binding proteins 
[Arabidopsis thaliana] 

47688 

klI701211132.hl 

BLASTN 

g3873174 

35 

2.0e-10 

107 

83 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


47689 




Seq. ID 


kll701211144.hl 




Method 


BLASTN 




NCBI GI 


gl8662 




BLAST score 


78 




E value 


4.0e-36 




Match length 


213 




% identity 


86 




NCBI Description 


Glycine max hsp 70 


gene 


Seq. No. 


47690 




Seq. ID 


kll701211271.hl 




Method 


BLASTN 




NCBI GI 


g2921322 




BLAST score 


176 




E value 


1.0e-94 




Match length 


180 




% identity 


99 


3-gl 


NCBI Description 


Glycine max beta-1, 


Seq. No. 


47691 




Seq. ID 


kll701211289.hl 




Method 


BLASTX 




NCBI GI 


g2435519 




BLAST score 


210 




E value 


3.0e-20 




Match length 


62 





7713 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

(AF024504) similar to mouse MEM 3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 



47692 

kll701211315,hl 

BLASTN 

gl431628 

40 

2.0e-13 

88 
86 

V.radiata mRNA 



for pectinacetylesterase 



47693 

kll701211345.hl 

BLASTX 

g2196466 

270 

4.0e-24 

83 

67 

(Y13673) TATA binding protein-associated factor 
[Arabidopsis thaliana] - 



Seq. No. 


47694 


Seq. ID 


kll701211355.hl 


Method 


BLASTX 


NCBI GI 


g2288988 


BLAST score 


328 


E value 


6.0e-31 


Match length 


84 


% identity 


74 


NCBI Description 


(AC002335 ) hypothetical 


Seq. No. * 


47695 


Seq. ID 


kll701211361.hl 


Method 


BLASTX 


NCBI GI 


g3868853 


BLAST score 


134 


E value 


5.0e-09 


Match length 


58 


% identity 


66 


NCBI Description 


(AB013853) GPI-anchored 


Seq. No. 


47696 


Seq. ID 


kll701211386.hl 


Method 


BLASTN 


NCBI GI 


g437944 


BLAST score 


48 


E value 


4.0e-18 


Match length 


104 


% identity 


92 


NCBI Description 


V.mungo gene for alpha-; 


Seq. No. 


47697 



7714 



Seq. ID 


K±± / . n± 


Method 


7\ C"PVT 


NCBI GI 


gl69978 


BLAST score 


98 


E value 


O A « AO 

3 . 0e-48 


Match length 


158 


% identity 


10 


NCBI Description 


Soybean (G.max) 1 


Seq. No. 


47698 


Seq. ID 


kll 7012114^0 .ni 


Method 


TIT 7\ C rpv 

BLAST X 


NCBI GI 


gl220196 


BLAST score 


148 


E value 


o . Ue-lu 


Match length 


34 


% identity 


79 


NCBI Description 


(U49061) alcohol 


Seq. No. 


47699 


Seq. ID 


Kil/Ul2iioi/. ni 


Method 


Tk T Ti ("1 mM 

BLASTN 


NCBI GI 


gl8764 


BLAST score 


263 


E value 


1 . Oe-146 


Match length 


271 


% identity 


100 


NCBI Description 


G.max tefSl gene 


Seq. No. 


47700 


Seq. ID 


kll701211541.nl 


Method 


BLASTX 


NCBI GI 


gz4 y yy^i 


BLAST score 


191 


E value 


7.0e-15 


Match length 


43 


% identity 


86 


NCBI Description 


ADENINE PHOSPHOR 



BOS YLTRANS FERAS E 2 (APRT) 

>gi_2129534_pir S71272 adenine phosphoribosyltransf erase 

(EC 2.4.2.7) - Arabidopsis thaliana 
>gi_1321681_emb_CAA65609_ (X968 66) adenine 
phosphoribosyltransf erase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47701 

kll701211544.hl 

BLASTX 

g4510424 

146 

1.0e-09 

79 
43 

(AC006929) putative carboxypeptidase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



47702 

kll701211554.hl 

BLASTX 

gl717755 



7715 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191 

7.0e-15 

46 

76 

TROPINONE REDUCTASE HOMOLOG (P29X) >gi_539028_pir C48674 

tropinone reductase homolog - jimsonweed >gi_424158 
(L20475) 29kDa protein; high homology to aa sequence of 
tropinone reductases [Datura stramonium] 

47703 

kll701211602.hl 

BLASTX 

g416638 

226 

5.0e-19 

77 

56 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
( INDOLE- 3-ACETIC ACID INDUCED PROTEIN ARG1) 
>gi 287562 dbj_BAA03306_ (D14410) ORF [Vigna radiata] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



47704 

kll701211649.hl 

BLASTX 

g2252634 

221 

3.0e-18 

78 

53 

(U95973) hypothetical protein [Arabidopsis thaliana] 
47705 

kll701211663.hl 

BLASTX 

g2505865 

300 

1.0e-27 

91 

26 

(Y12227) putative topoisomerase [Arabidopsis thaliana] 
47706 

kll701211691.hl 

BLASTX 

g!297359 

219 

4.0e-22 

78 

74 

(U53701) alcohol dehydrogenase 2d [Gossypium hirsutum] 
47707 

kll701211701.hl 

BLASTX 

gl076485 

239 

1.0e-20 



7716 



Match length 

% identity 

NCBI Description 



59 
81 

SAM-synthetase - chickpea (fragment) 

>gi_732576_emb_CAA59508_ (X85252) SAM-synthetase [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47708 

kll701211721.hl 

BLASTN 

g516853 

183 

1.0e-98 

239 
28 

Soybean SUBI-2 gene for ubiquitin, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47709 

kll701211738.hl 

BLASTX 

g4567227 

103 

2.0e-09 

50 

70 

(AC007119) putative transport protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47710 

kll701211741.hl 

BLASTN 

gl944341 

241 

1.0e-133 

278 

98 

Glycine max DNA 
cds 



for cysteine proteinase inhibitor, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47711 

kll701211811.hl 

BLASTN 

g2282583 

115 

4.0e-58 

199 

89 

Zea mays elongation factor 1-alpha (EF1-A) 
cds 



mRNA, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



47712 

kl!701211856.hl 

BLASTN 

g886099 

163 

1.0e-86 

199 

95 



7717 



NCBI Description 



Glycine max putative water channel protein (Pipl! 
complete cds 



mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47713 

kll701211888.hl 

BLASTX 

g3360291 

141 

3.0e-10 

61 

54 

(AF023165) leucine-rich repeat transmembrane protein kinase 
2 [Zea mays] 

47714 

kll701211918.hl 

BLASTX 

gl31399 

257 

8.0e-23 

68 

76 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >qi_82277_pir SQ0411 

photosystem II 10K protein precursor - potato 
>gi_21489_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47715 

kll701211934.hl 

BLASTN 

g2760173 

32 

1.0e-08 

116 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYH19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



47716 

kll701211947.hl 

BLASTX 

g2147484 

286 

3.0e-26 

58 
93 

homeotic protein 
homeobox protein 

47717 

kll701212058.hl 

BLASTN 

gl70061 

278 

1.0e-155 

282 



- Phalaenopsis sp >gi_1173622 (U34743) 
[Phalaenopsis sp. 'hybrid SM9108 f 3 



7718 



% identity 100 ^_ 

NCBI Description Soybean (G.max L . ) beta-tubulin (S-beta-2) gene, complete 

cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47718 

kll701212065.hl 

BLASTN 

g4165487 

87 

2.0e-41 

143 

90 

Hordeum vulgare mRNA for alpha-tubulin 
47719 

kll701212072.hl 

BLASTX 

g3901294 

174 

8.0e-13 

92 
45 

(AF089711) rpp8 [Arabidopsis thaliana] 



47720 

kll701212081.hl 

BLASTX 

g393707 

261 

6.0e-23 

76 

71 

(X67696) acetyl-CoA 



acyltransf erase [Cucumis sativus] 



47721 

kll701212090.hl 

BLASTX 

g3184283 

296 

4.0e-27 

74 

77 

(AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 

47722 

kll701212115.hl 

BLASTN 

g2252639 

35 

2.0e-10 

59 

90 

Genomic sequence of Arabidopsis BAC F8A5, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 



47723 



7719 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



kll701212136.hl 

BLASTN 

g256142 

266 

1.0e-148 

270 
100 

cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 1450 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47724 

kll701212148.hl 

BLASTX 

g2828293 

242 

8.0e-21 

91 
54 

(AL021687) putative protein [Arabidopsis thaliana] 
47725 

kll701212212.hl 

BLASTX 

g3184054 

215 

1.0e-17 
64 

72 , 
(AJ223318) MADS-box transcription factor [Pisum sativum] 

47726 

kll701212213.hl 

BLASTX 

g3096945 

351 

1.0e-33 

80 

82 

(AL023094) putative auxin-regulated protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



47727 

kll701212220.hl 

BLASTN 

gl70048 

223 

1.0e-122 

253 
12 

Glycine max SbPRPl gene encoding a proline-rich protein, 
complete cds 

47728 

kll701212238.hl 

BLASTN 

gl666233 

82 



7720 



E value 
Match length 
% identity 
NCBI Description 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-38 

218 
85 

Pisum sativum actin (PEAcl4) mRNA, complete cds 
>gi_1724142_gb_U81049_PSU81049 Pisum sativum actin (PEAcl4) 
mRNA, complete cds 

47729 

Jcll701212257.hl 

BLASTN 

g4324966 

152 

4.0e-80 

164 

98 

Glycine max ADP-ribosylation factor mRNA, partial cds 
47730 

kll701212261.hl 

BLASTN 

g473604 

53 

4.0e-21 

57 
98 

Zea mays W-22 histone H2B mRNA, complete cds 
47731 

kll701212327.hl 

BLASTX 

g3242722 

213 

2.0e-17 

60 

65 

(AC00304 0) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47732 

kll701212337.hl 

BLASTN 

g347454 

101 

1.0e-49 

101 

100 

Soybean hydroxyproline-rich glycoprotein (sbHRGP2) mRNA, 3' 
end 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



47733 

kll701212361.hl 

BLASTX 

g585963 

244 

5.0e-21 

68 

76 



7721 



NCBI Description PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47734 

kll701212376.hl 

BLASTX 

g4262153 

159 

4.0e-ll 

34 
85 

(AC005275) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47735 

kll701212405.hl 

BLASTN 

g4324966 

163 

1.0e-86 

175 
98 

Glycine max ADP-ribosylation factor mRNA, partial cds 
47736 

kll701212426.hl 

BLASTX 

g2335101 

151 

1.0e-10 

50 

68 

(AC002339) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47737 

kll701212436.hl 

BLASTN 

g4193381 

81 

9.0e-38 

185 

86 

Arabidopsis thaliana ribosomal protein S27 
complete cds 



(ARS27A) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47738 

kll701212455.hl 

BLASTX 

g4510399 

300 

1.0e-27 

57 

86 

(AC006587) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



47739 

kll701212475.hl 



7722 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2342665 

98 

3.0e-48 

138 

93 

Glycine max seed coat peroxidase precursor (Ep) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47740 

kl!701212496.hl 

BLASTN 

gl902893 

89 

1.0e-42 

221 
85 

Solanum melongena mRNA for QM family protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47741 

kll701212695.hl 

BLASTX 

g3747111 

138 

1.0e-08 

44 

55 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47742 

kll701212711.hl 

BLASTX 

g4455335 

336 

8.0e-32 

90 

25 

(AL035525) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47743 

kll701212714.hl 

BLASTX 

g4539390 

151 

2.0e-10 

39 

72 

(AL035526) shaggy-like protein kinase etha 
[Arabidopsis thaliana] 



(EC 2.7.1.-) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



47744 

kll701212721.hl 

BLASTX 

g4572669 

246 

2.0e-22 
90 



7723 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(AC006954) 
thaliana] 



putative glucosyltransf erase [Arabidopsis 



47745 

kll701212742.hl 

BLASTX 

g3024696 

298 

1.0e-27 

74 
81 

T-COMPLEX PROTEIN 1, GAMMA SUBUNIT (TCP-1-GAMMA) 
(CCT-GAMMA) (CHAPERONIN SUBUNIT CCTV GAMMA) 

>gi_1906364_emb_CAA72704_ (Y11967) chaperonin subunit CCTV 
gamma [Oxytricha granulifera] 

47746 

kll701212768.hl 

BLASTN 

gl239962 

88 

3.0e-42 

140 

91 

A.majus mRNA for MADS-box protein (DEFH72) 
47747 

kll701212841.hl 

BLASTX 

gl946355 

218 

5.0e-18 

81 

49 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



Seq. No. 


47748 


Seq. ID 


kll701212869.hl 


Method 


BLASTN 


NCBI GI 


gl69978 


BLAST score 


85 


E value 


3.0e-40 


Match length 


85 


% identity 


7 


NCBI Description 


Soybean (G.max) 


Seq. No. 


47749 


Seq. ID 


kll701212876.hl 


Method 


BLASTX 


NCBI GI 


g2129703 


BLAST score 


224 


E value 


2.0e-21 


Match length 


77 


% identity 


69 



hydroproline-rich protein mRNA, partial cds 



7724 



NCBI Description 



receptor kinase - Arabidopsis thaliana 

>gi_2129704_pir S71184 receptor kinase - Arabidopsis 

thaliana >gi_166692 (M80238) receptor kinase [Arabidopsis 

thaliana] >gi_445123_prf 1908429A receptor kinase 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47750 

kll701212904.hl 

BLASTX 

gl086249 

148 

8.0e-10 

79 

41 

subtilisin-like protease - Alnus glutinosa 
>gi_757522_emb_CAA59964_ (X85975) subtilisin-like protease 
[Alnus glutinosa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



47751 

k!1701212977.hl 

BLASTX 

g4454051 



BLAST score 


302 


E value 


7.0e-28 


Match length 


84 


% identity 


64 


NCBI Description 


(AL035394 ) putative 




thaliana] 


Seq. No. 


47752 


Seq. ID 


kll701213003.hl 


Method 


BLASTN 


NCBI GI 


gl70046 


BLAST score 


53 


E value 


4.0e-21 


Match length 


53 


% identity 


100 


NCBI Description 


Glycine max protein 


Seq. No. 


47753 


Seq. ID 


kll701213022.hl 


Method 


BLASTN 


NCBI GI 


gl70048 


BLAST score 


123 


E value 


7.0e-63 


Match length 


265 


% identity 


17 


NCBI Description 


Glycine max SbPRPl 




complete cds 


Seq. No. 


47754 


Seq. ID 


kll701213070.hl 


Method 


BLASTX 


NCBI GI 


g2605621 


BLAST score 


150 


E value 


4.0e-10 


Match length 


52 



7725 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(D88619) OSMYB3 [Oryza sativa] 
47755 

kll701213092.hl 

BLASTX 

g4567279 

140 

1.0e-14 

79 

51 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

47756 

kll701213127.hl 

BLASTX 

g4415911 

289 

3.0e-26 

87 

27 

(AC006282) putative polyA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47757 

kl!701213178.hl 

BLASTX 

g2191182 

162 

2.0e-ll 

83 

17 

(AF007271) similar to N. t aba cum membrane-associated 
salt-inducible protein (PID:g473874) [Arabidopsis thaliana] 

47758 

k!1701213201.hl 

BLASTX 

g4337197 

150 

2.0e-13 

74 

62 

(AC006403) putative AIG2 protein [Arabidopsis thaliana] 
47759 

kll701213204.hl 

BLASTX 

g2388580 

219 

2.0e-18 

45 

87 

(AC000098) Similar to Sequence 10 from patent 5477002 
(gb_JL253956) . [Arabidopsis thaliana] 



7726 



Seq. No. 47760 

Seq. ID kll701213214.hl 

Method BLASTX 

NCBI GI g2500724 

BLAST score 165 

E value 9.0e-12 

Match length 85 

% identity 44 

NCBI Description PREPROTEIN TRANS LOCASE SECA SUBUNIT PRECURSOR 

>gi 2129894_pir S72453 secA protein precursor - garden pea 

>gi~1122325_emb_CAA57798_ (X82404) chloroplast SecA protein 
[Pisum sativum] 

Seq. No, 47761 

Seq. ID kll701213324.hl 

Method BLASTX 

NCBI GI g4558672 

BLAST score 155 

E value 1.0e-10 

Match length 61 

% identity 56 

NCBI Description (AC007063) putative 1, 3-beta-D-glucan synthase [Arabidopsxs 
thaliana] 



Seq. No. 47762 

Seq. ID kll701213367.hl 

Method BLASTN 

NCBI GI g303900 

BLAST score 135 

E value 4.0e-70 

Match length 224 

% identity 29 

NCBI Description Soybean gene for ubiquitin, complete cds 

Seq. No. 47763 

Seq. ID kll701213383.hl 

Method BLASTX 

NCBI GI gll3361 

BLAST score 152 

E value 2.0e-10 

Match length 42 

% identity 69 -, ^ -, 

NCBI Description ALCOHOL DEHYDROGENASE 1 >gi_81891_pir_S00912 alcohol 

dehydrogenase (EC 1.1.1.1) 1 (clone lambda- PG8) - garden 
pea >gi_20639_emb_CAA29609_ (X06281) alcohol dehydrogenase 
[Pisum sativum] 

Seq. No. 47764 

Seq. ID kll701213389.hl 

Method BLASTX 

NCBI GI g3337352 

BLAST score 137 

E value 1.0e-08 

Match length 61 

% identity 39 , 

NCBI Description (AC004481) putative chromatin structural protein SuptShp 
[Arabidopsis thaliana] 



7727 



47765 

kll701213434.hl 
BLASTX 
g4521322 
148 

9.0e-10 

54 

59 . 
(U11790) mitotic centromere-associated kinesin [Cncetulus 

griseus] 

Seq. No. 47766 

Seq. ID kll701213438.hl 

Method BLASTN 

NCBI GI g4249567 

BLAST score 267 

E value 1.0e-149 

Match length 271 

% identity 100 

NCBI Description Glycine max A5A4B3 glycinin gene, complete cds 

Seq. No. 47767 

Seq. ID kll701213453.hl 

Method BLASTX 

NCBI GI gl946367 

BLAST score 314 

E value 3.0e-29 

Match length 86 

% identity 69 

NCBI Description (U93215) unknown protein [Arabidopsis thalianaj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47768 

kll701213455.hl 

BLASTX 

g3201680 

297 

3.0e-27 
90 

60 . 
(AF060941) extra-large G-protein [Arabidopsis thalianaj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47769 

kll701213472.hl 

BLASTN 

gl208702 

79 

1.0e-36 

155 

100 

Glycine max histone H3 gene, partial cds, clone H3-DMAX 



Seq. No. 47770 

Seq. ID kll701213491.hl 

Method BLASTN 

NCBI GI g2961297 

BLAST score 38 



7728 



E value 
Match length 
% identity 
NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-12 

62 
90 

Cicer arietinum mRNA for unidentified protein 
47771 

kll701213514.hl 

BLASTX 

g4567245 

288 

2.0e-26 

82 

71 

(AC007070) unknown protein [Arabidopsis thaliana] 
47772 

kll701213520.hl 

BLASTX 

gl076812 

204 

2.0e-16 

68 

63 

initiator-binding protein - maize >gi_4834 90_emb__CAA55691_ 
(X79085) initiator binding protein [Zea mays] 

47773 

kll701213534.hl 

BLASTX 

g2791278 

139 

8.0e-09 

64 

41 

(Z69257) beta-xylosidase [Hypocrea jecorina] 
47774 

kll701213550.hl 

BLASTX 

g3482929 

401 

1.0e-39 

80 
90 

(AC003970) Putative transcription factor [Arabidopsis 
thaliana] 

47775 

kll701213564.hl 

BLASTN 

gl568479 

45 

2.0e-16 

101 
86 

B. vulgaris partial cdc2-related protein kinase gene 



7729 



Seq. No. 


47776 


Seq. ID 


kll701213585.hl 


Method 


BLASTX 


NCBI GI 


g3080367 


BLAST score 


166 


E value 


5.0e-12 


Match length 


64 


% identity 


48 


NCBI Description 


(AL022580) hypothetical protein 


Seq. No. 


47777 


Seq. ID 


kll701213605.hl 


Method 


BLASTX 


NCBI GI 


g4263821 


BLAST score 


164 


E value 


9.0e-12 


Match length 


69 


% identity 


48 


NCBI Description 


(AC006067) hypothetical protein 


Seq. No. 


47778 


Seq. ID 


kl!701213608.hl 


Method 


BLASTX 


NCBI GI 


gl853968 


BLAST score 


158 


E value 


3.0e-ll 


Match length 


56 


% identity 


57 


NCBI Description 


(D88121) CPRD12 protein [Vigna 


Seq. No. 


47779 


Seq. ID 


kll701213654.hl 


Method 


BLASTX 


NCBI GI 


g3859592 


BLAST score 


401 


E value 


1.0e-39 


Match length 


79 


% identity 


85 


NCBI Description 


(AF104919) contains similarity 




thaliana] 


Seq. No. 


47780 


Seq. ID 


kll701213685.hl 


Method 


BLASTX 


NCBI GI 


g2245004 


BLAST score 


228 


E value 


3.0e-19 


Match length 


63 


% identity 


71 


NCBI Description 


(Z97341) similarity to membrane 




[Arabidopsis thaliana] 


Seq. No. 


47781 


Seq. ID 


kll701213787.hl 


Method 


BLASTN 


NCBI GI 


g2827513 


BLAST score 


32 



[Arabidopsis 



7730 




E value 1.0e-08 
Match length 80 
% identity 85 

NCBI Description Arabidopsis thaliana 
(ESSAII project) 




DNA chromosome 4, BAC clone F8F16 



Seq. No. 47782 

Seq. ID kll701213807.hl 

Method BLASTN 

NCBI GI gl70048 

BLAST score 129 

E value 1.0e-66 

Match length 209 

% identity 12 , . 

NCBI Description Glycine max SbPRPl gene encoding a pro line -rich protein, 
complete cds 

47783 

kll701213826.hl 
BLASTN 
g4574209 
33 

4.0e-09 
57 
8 9 

Tortula ruralis ribosomal protein S3 (rps3) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47784 

kll701213842.hl 

BLASTN 

g2317728 

43 

4.0e-15 

83 

88 

Arabidopsis thaliana reversibly glycosylated polypeptide-1 
(AtRGP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47785 

kll701213892.hl 

BLASTX 

gl076414 

241 

1.0e-20 

88 
58 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >giJ757534_emb_CAA59963_ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 47786 

Seq. ID kll701213893.hl 

Method BLASTX 

NCBI GI g4103324 

BLAST score 299 

E value 2.0e-27 



7731 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 
91 

(AF022716) GDP-mannose pyrophosphorylase [Solanum 
tuberosum] 

47787 

k!1701213935.hl 

BLASTX 

g3269287 

318 

1.0e-29 

63 
90 

(AL030978) GH3 like protein [Arabidopsis thaliana] 



47788 

kll701213996.hl 

BLASTN 

g3982595 

272 

1.0e-152 

272 

100 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



47789 

kll701214019.hl 

BLASTN 

g310575 

114 

2.0e-57 

284 

88 

Glycine max nodulin-26 mRNA, complete cds 
47790 

k!1701214057.hl 

BLASTX 

g3805962 

148 

9.0e-10 

53 
49 

(Y13772) laccase [Populus balsamifera subsp. 



trichocarpa] 



47791 

kll701214130.hl 

BLASTN 

gl675195 

113 

7.0e-57 

205 

89 

Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 



Seq. No. 



47792 



7732 



Seq. ID 


kll701214219.hl 


Method 


BLASTN 


NCBI GI 


g310575 


BLAST score 


111 


E value 


1.0e-55 


Match length 


269 


% identity 


88 


NCBI Description 


Glycine max nodulin- 


Seq. No. 


47793 


Seq. ID 


kll701214259.hl 


Method 


BLASTX 


NCBI GI 


g3023527 


BLAST score 


142 


E value 


4.0e-09 


Match length 


55 


% identity 


44 


NCBI Description 


PUTATIVE UBIQUINONE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_2088820 (AF003384) strong similarity to the E. coli 
VISC protein (SP:P25535) [Caenorhabditis elegans] 

47794 

kll701214263.hl 

BLASTX 

g2213629 

339 

4.0e-32 

92 

74 

(AC000103) F21J9.21 [Arabidopsis thaliana] 
47795 

kll701214319.hl 

BLASTN 

g!418989 

36 

6.0e-ll 

40 

97 

L.esculentum partial mRNA (clone SENU5) 
47796 

kll701214368.hl 

BLASTX 

g4185513 

193 

3.0e-15 

52 
75 

(AF102823) actin depolymerizing factor 5 [Arabidopsis 
thaliana] >gi_4185517 (AF102825) actin depolymerizing 
factor 5 [Arabidopsis thaliana] 

47797 

kll701214455.hl 

BLASTX 

g3044214 



7733 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312 

5.0e-29 

85 
73 

(AF057044) 



acyl-CoA oxidase [Arabidopsis thaliana] 



47798 

kll701214472.hl 

BLASTX 

g3135273 

174 

7.0e-13 

46 
74 

(AC003058) hypothetical protein [Arabidopsis thaliana] 
>gi_4191773 (AC005917) putative WD-40 repeat protein 
[Arabidopsis thaliana] 

47799 

k!1701214547.hl 

BLASTX 

g419760 

314 

3.0e-29 

79 

76 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_3849833_emb_CAA43646_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



47800 

kll701214589.hl 

BLASTN 

g3982595 

141 

1.0e-73 

159 

98 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



47801 

kll701214648.hl 

BLASTN 

g2970653 

41 

5.0e-14 

96 

86 

Vigna unguiculata ferritin subunit cowpea2 precursor, mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

47802 

kll701214668.hl 

BLASTX 

g2625088 

172 

9.0e-19 



7734 



Match length 

% identity 

NCBI Description 



55 
84 

(AF030384) ADP-glucose pyrophosphorylase large subunit 
[Cucumis melo var. markuwa Markino] 



Seq. No. 


47803 


Seq. ID 


kll701214709.hl 


Method 


BLASTX 


NCBI GI 


g3201617 


BLAST score 


190 


E value 


5.0e-25 


Match length 


83 


% identity 


59 


lN^xjx ucocnpcion 


^riv^uu f± 00.3 ) nypox.ncuicai protein L^iiajJitiopoio 


Seq. No. 


47804 


Seq. ID 


kll701214712.hl 


Method 


BLASTN 


NCBI GI 


g2055227 


BLAST score 


39 


E value 


8.0e-13 


Match length 


67 


% identity 


91 


LNL/Oj. ueocx.ipc.ion 


uiycme max iuxvLNri xor orvL^i, compieue cqs 


Seq. No. 


47805 


Seq. ID 


kll701214731.hl 


Method 


BLASTX 


NCBI GI 


g3242715 


BLAST score 


133 


E value 


3.0e-18 


Match length 


87 


% identity 


67 


NCBI Description 


(AC003040) hypothetical protein [Arabidopsis 


Seq. No. 


47806 


Seq. ID 


kll701214759.hl 


Method 


BLASTN 


NCBI GI 


g2264316 


BLAST score 


33 


E value 


4.0e-09 


Match length 


72 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



PI clone 



MR011, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47807 

kll701214760.hl 

BLASTX 

g3281868 

194 

9.0e-30 

85 

76 

(AL031004) putative protein [Arabidopsis thaliana] 



Seq. No. 



47808 



7735 



Seq. ID 


kl!701214765.hl 


Method 


BLASTX 


NCRT GI 


a4176420 


BLAST score 


146 


E value 


9.0e-10 


Match length 


48 


% identity 


52 


■NCBI Description 


(AB008097) cytochrome P450 [Arabidopsis thaliana] 


Seq. No. 


47809 


Seq. ID 


kll701214777.hl 


Method 


BLASTX 


NCBI GI 


g2264382 


BLAST score 


139 


E value 


9.0e-09 


Match length 


53 


% identity 


55 


NCBI Description 


(AC002354) putative tetracycline transporter-like 




[Arabidopsis thaliana] 


Seq. No. 


47810 


Seq. ID 


kll701214790.hl 


Method 


BLASTX 


NCBI GI 


a3269287 


BLAST score 


167 


E value 


2.0e-24 


Match length 


66 


% identity 


83 


NCBI Description 


(AL030978) GH3 like protein [Arabidopsis thaliana] 


Seq. No. 


47811 


Seq. ID 


kll701214813.hl 


Method 


BLASTX 


NCR! GI 


a4103757 


BLAST score 


265 


E value 


2.0e-23 


Match length 


57 


% identity 


91 


NCBI Description 


(AF027376) MADS1 [Corylus avellana] 


Seq. No. 


47812 


Seq. ID 


kll701214819.hl 


Method 


BLASTX 


NCBI GI 


g2499872 


BLAST score 


269 


E value 


5.0e-24 


Match length 


82 




\J J. 


NCBI Description 


TRIPEPTIDYL-PEPTIDASE II (TPP II) (TRIPEPTIDYL 




AMINOPEPTIDASE ) >gi_2 137 8 3 6_pir 1 48855 




tripeptidyl-peptidase II (EC 3.4.14.10) - mouse 




>gi_575955_emb_CAA57103_ (X81323) tripeptidyl-pept 




[Mus musculus] 


Seq. No. 


47813 


Seq. ID 


kll701214822.hl 


Method 


BLASTX 



7736 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. too. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3093294 
257 

1.0e-22 

56 

88 

(Y12782) 



putative villin [Arabidopsis thaliana] 



47814 

k!1701214839.hl 

BLASTX 

g542050 

249 

1.0e-21 

64 
72 

catechol O-methyltransf erase (EC 2.1.1.6) 
tobacco >gi_429114_emb_CAA50561_ (X71430) 
O-methyltransferase [Nicotiana tabacum] 



III - common 
catechol 



47815 

kll701214851.hl 

BLASTX 

g3941494 

380 

5.0e-37 

78 

83 

(AF062901) putative transcription factor [Arabidopsis 
thaliana] 



47816 

kll701214868.hl 
BLASTX 
g3212848 
348 

3.0e-33 
84 
^4 

(AC004005) putative inositol polyphosphate-5-phosphatase 
[Arabidopsis thaliana] 

Seq. No. 47817 

Seq. ID k!1701214887.hl 

Method BLASTN 

NCBI GI g3982595 

BLAST score 173 

E value 1.0e-92 

Match length 261 

% identity 92 

NCBI Description Glycine max cationic peroxidase 2 (Prx2) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 47818 

Seq. ID kll701214907.hl 

Method BLASTX 

NCBI GI g3983665 

BLAST score 372 

E value 4.0e-36 



7737 



Match length 87 
% identity 86 

NCBI Description (AB011271) importin-beta2 [Oryza sativa] 

Seq. No. 47819 

Seq. ID kll701214959.hl 

Method BLASTX 

NCBI GI g2982320 

BLAST score 145 

E value 2.0e-09 

Match length 56 

% identity 50 

NCBI Description (AF051245) hypothetical protein [Picea mariana] 

Seq. No. 47820 

Seq. ID kll701214996.hl 

Method BLASTN 

NCBI GI g3241920 

BLAST score 69 

E value 1.0e-30 

Match length 121 

% identity 89 ^ 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAE1, complete sequence [Arabidopsis thaliana] 

47821 

kll701215128.hl 
BLASTX 
g3152595 
151 

5.0e-21 
76 
79 

(AC002986) Similar to D. melanogaster sno gene gb_U95760 
EST gb_N97148 and gb_Z26221 come from this gene. 
[Arabidopsis thaliana] 

Seq. No. 47822 

Seq. ID kl!701215257.hl 

Method BLASTX 

NCBI GI g2880043 

BLAST score 167 

E value 5.0e-12 

Match length 62 

% identity 52 

NCBI Description (AC002340) putative 3-hydroxyisobutyryl-coenzyme A 
hydrolase [Arabidopsis thaliana] 

Seq. No. 47823 

Seq. ID kll701215286.hl 

Method BLASTX 

NCBI GI g3164115 

BLAST score 151 

E value 3.0e-10 

Match length 76 

% identity 39 

NCBI Description (AJ224145) major latex-like protein [Rubus rdaeus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7738 



Seq. No. 


47824 


Seq. ID 


kll701215327.hl 


Method 


BLASTX 


NCBI GI 


g542050 


BLAST score 


293 


E value 


8.0e-27 


Match length 


86 


% identity 


62 


NCBI Description 


catechol O-methyltransf erase (EC 2.1.1.6) III - common 




tobacco >gi_429114_emb_CAA50561_ (X71430) catechol 




O-methyltransf erase [Nicotiana tabacum] 


Seq. No, 


47825 


Seq. ID 


kll701215356.hl 


Method 


BLASTN 


NCBI GI 


g!8644 


BLAST score 


79 


E value 


7.0e-37 


Match length 


139 


% identity 


91 


NCBI Description 


Soybean mRNA for HMG-1 like protein 


Seq. No. 


47826 


Seq. ID 


kll701215366.hl 




BLASTX 


NCBI GI 


g2642165 


BLAST score 


142 


E value 


5.0e-09 


Match length 


91 


% identity 


36 


NCBI Description 


(AC003000) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


47827 


Seq. ID 


kll701215431.hl 


Method 


BLASTX 


NCBI GI 


g3885344 


BLAST score 


156 


E value 


9.0e-ll 


Match length 


65 


% identity 


48 


NCBI Description 


(AC005623) unknown protein [Arabidopsis thaliana] 




>gi_4557057_gb_AAD22497.1_AC007154_l (AC007154) unknown 




protein [Arabidopsis thaliana] 


Seq. No. 


47828 


Seq. ID 


kll701215483.hl 


Method 


BLASTX 


NCBI GI 


a3290020 


BLAST score 


170 


E value 


2.0e-12 


Match length 


43 


% identity 


81 


NCBI Description 


(AF044172) cysteine synthase; CS-A; O-acetylserine (thi 




lyase; cytosolic isoform [Solanum tuberosum] 


Seq. No. 


47829 



7739 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



kmv700737733.hl 

BLASTX 

g310921 

211 

3.0e-17 

68 
62 

(L19255) carbonic 



anhydrase [Nicotiana tabacum] 



47830 

kmv700737775,hl 

BLASTX 

g3935183 

190 

9.0e-15 

77 
57 

(AC004557) F17L21.26 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47831 

kmv700737789.hl 

BLASTN 

gl2139 

44 

8.0e-16 

107 
85 

Pea plastid genes rps2, atpl, atpH, atpF, atpA, 
trnG coding for ribosomal protein S2 / one CF{1) 



trnR and 
and three 



CF{0) subunits of ATP synthase and tRNA-Arg and tRRA-Gly 



47832 

kmv700737813,hl 

BLASTN 

gl69295 

78 

5.0e-36 

158 

87 

Pharbitis nil heat shock protein 
cds 



83 (Hsp83) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



47833 

kmv700737843.hl 

BLASTX 

g3183088 

141 

5.0e-09 

57 

53 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

47834 

kmv700737922.hl 



7740 




Method 


BLASTX 










BLAST score 


220 




E value 


2.0e-18 




Match length 


61 




% identity 


42 




NCBI Description 


(AB000129) SRC1 [Glycine max] 




Seq. No. 


47835 




Seq. ID 


kmv700737961.hl 




Method 


BLASTX 




NCBI GI 


g2190540 




OL-tr\0± JsCuIc 


00 A 




E value 


1.0e-18 




Match length 


70 




% identity 


61 




NCBI Description 


(AC001229) Similar to Arabidopsis 


TFL1 (gb_U77674). 




[Arabidopsis thaliana] 




Seq. No. 


47836 




Seq. ID 


kmv700738Q29.hl 




Method 


BLASTN 






y o o j. o / 




BLAST score , 


190 




E value 


1.0e-103 




Match length 


234 




% identity 


95 




NCBI Description 


V.unguiculata cysteine proteinase 


inhibitor mRNA 


Seq. No. 


47837 




Seq. ID 


kmv700738061.hl 




Method 


BLASTX 










BLAST score 


153 




E value 


2,06-10 




Match length 


72 




% identity 


44 




NCBI Description 


(AF116237) pseudouridine synthase 


1 [Mus musculus] 


Seq. No. 


47838 




Seq. ID 


kmv700738062.hl 




Method 


BLASTX 




NCBI GI 


g2754849 






213 




E value 


2.0e-17 




Match length 


55 




% identity 


75 




NCBI Description 


(AF039000) putative serine-glyoxylate aminotransferase 




[Fritillaria agrestis] 




Seq. No. 


47839 




Seq. ID 


kmv700738145.hl 




Method 


BLASTN 




NCBI GI 


g4220631 




BLAST score 


34 




E value 


5.0e-10 




Match length 


54 





7741 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K5J14, complete sequence [Arabidopsis thaliana] 

47840 

kmv700738195.hl 

BLASTX 

g4530126 

142 

4.0e-09 

70 

46 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

47841 

kmv700738210.hl 

BLASTX 

g3702316 

272 

2.0e-24 

78 

68 

(AC005397) putative Copl protein, 5 ? partial [Arabidopsis 
thaliana] 

47842 

kmv700738258.hl 

BLASTX 

g2347208 

161 

2.0e-ll 

79 

42 

(AC002338) APG protein isolog [Arabidopsis thaliana] 
47843 

kmv700738306.hl 

BLASTX 

gl361983 

141 

5.0e-09 

53 

57 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA89858_ 
(Z4 9776) ARP protein [Arabidopsis thaliana] 

47844 

kmv700738353.hl 

BLASTX 

g3877594 

161 

2.0e-ll 

71 

58 

(Z79696) predicted using Genefinder; Similarity to Rat 
lipase (SW:LIPG_RAT) ; cDNA EST yk310f9.3 comes from this 



7742 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gene; cDNA EST yk387d!2.3 comes from this gene; cDNA EST 
yk300a8.3 comes from this gene; cDNA EST yk310f9.5 comes f 

47845 

kmv700738475.hl 

BLASTX 

g3914472 

251 

6.0e-22 

63 

78 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_3227 64_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA49693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 

47846 

kmv700738515.hl 

BLASTX 

g2495699 

139 

8.0e-09 

65 

9 

HYPOTHETICAL PROTEIN KIAA0032 >gi_517115_dbj_BAA04945_ 
(D25215) KIAA0032 [Homo sapiens] 

47847 

Jcmv700738517.hl 

BLASTN 

gl814402 

124 

2.0e-63 

188 

91 

Mesembryanthemum crystallinum methionine synthase (MetE) 
mRNA, complete cds 

47848 

kmv700738549.hl 

BLASTN 

g829118 

105 

4.0e-52 

205 
88 

P. vulgaris gene for cyclophilin 
47849 

kmv700738568.hl 

BLASTX 

g3785994 

236 

3.0e-20 

77 

61 

(AC0054 99) hypothetical protein [Arabidopsis thaliana] 



7743 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47850 

kmv700738631.hl 

BLASTN 

g20999 

42 

1.0e-14 

94 

87 

P. vulgaris gin-delta gene for plast id-located glutamine 
synthetase (promotor region) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47851 

kmv700738664.hl 

BLASTN 

g20732 

155 

6.0e-82 

263 

90 

Pea chloroplast GAPB mRNA encoding 
glyceraldehyde-3-phosphate dehydrogenase 
(EC 1.2.1.13) 



(GAPDH) subunit B 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47852 

kmv700738690.hl 

BLASTX 

g3914472 

270 

4.0e-24 

65 

80 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_322764_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA49693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47853 

kmv700738702.hl 

BLASTN 

g3033512 

185 

1.0e-100 

256 
93 

Phaseolus vulgaris rubisco activase (Real) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47854 

kmv700738746.hl 

BLASTX 

gl709651 

163 

9.0e-12 

52 
77 

PLASTOCYANIN A PRECURSOR 



>gi_2117431_pir S58209 



7744 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 

47855 

kmv700738849.hl 

BLASTX 

g!35053 

144 

2.0e-09 

79 

49 

SULFITE OXIDASE >gi_86440_pir A34180 sulfite oxidase (EC 

1.8.3.1), hepatic - chicken 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47856 

kmv700738858.hl 

BLASTN 

g3184270 

47 

1.0e-17 

99 

87 

Arabidopsis thaliana chromosome II BAC T8K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47857 

kmv700738889.hl 

BLASTN 

g984524 

134 

2.0e-69 

231 

57 

Zea mays high-methionine zein 
cds 



DZS18 (dzsl8) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47858 

kmv700738902.hl 

BLASTX 

g4263522 

215 

1.0e-17 

46 

76 

(AC004044) hypothetical protein 



47859 

kmv700738921.hl 

BLASTN 

g4115336 

75 

2.0e-34 

149 

18 

Pisum sativum (Alaska) 



[Arabidopsis thaliana] 



ubiquitin (PUB3) gene, complete cds 



7745 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



47860 

kmv700738927.hl 

BLASTX 

g3150412 

194 

3.0e-15 

53 
72 

(AC004165) putative Fe(II) transport protein [Arabidopsis 
thaliana] >gi_3420044 (AC004680) putative Fe(II) transport 
protein [Arabidopsis thaliana] 

47861 

kmv700738944.hl 

BLASTX 

g282873 

145 

2.0e-09 

29 

83 

transforming protein {myb) homolog - Arabidopsis thaliana 
>gi_217859_dbj_BAA01730_ (D10936) ATMYB1 protein 
[Arabidopsis thaliana] 

47862 

kmv700739034.hl 

BLASTX 

gl673344 

156 

9.0e-ll 

47 

60 

(D64002) hypothetical protein [Synechocystis sp.] 
47863 

kmv700739046.hl 

BLASTN 

gl69036 

34 

8.0e-10 

50 

92 

Pisum sativum L. aldolase gene, 3* end cds 



47864 

kmv700739218.hl 

BLASTN 

g4406529 

166 

1.0e-88 

245 
92 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast 
encoding chloroplast protein, complete cds 

47865 

kmv700739323.hl 



gene 



7746 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl514643 

286 

5.0e-26 

82 

30 

(Z70524) 



PDR5-like ABC transporter [Spirodela polyrrhiza] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47866 

kmv700739327.hl 

BLASTN 

gl2158 

37 

7.0e-12 

68 
91 

Pea gpal gene for subunit A of chloroplast 
glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.13} 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47867 

kmv700739380.hl 

BLASTN 

g4406529 

55 

9.0e-23 

79 

92 

Vigna radiata rubisco activase (Rca) inRNA, chloroplast 
encoding chloroplast protein, complete cds 



gene 



Seq. No. 


47868 


Seq. ID 


kmv700739416.hl 


Method 


BLASTN 


NCBI GI 


g!69036 


BLAST score 


50 


E value 


3.0e-19 


Match length 


70 


% identity 


93 


NCBI Description 


Pisum sativum L. 


Seq. No. 


47869 


Seq. ID 


kmv700739430.hl 


Method 


BLASTN 


NCBI GI 


gl020154 


BLAST score 


32 


E value 


1.0e-08 


Match length 


32 


% identity 


100 


NCBI Description 


Arabidopsis thai. 




complete cds 


Seq. No. 


47870 


Seq. ID 


kmv700739516.hl 


Method 


BLASTX 


NCBI GI 


g498902 


BLAST score 


284 


E value 


1.0e-25 



aldolase gene, 3' end cds 



7747 



Match length 58 

% identity 93 

NCBI Description (U10044) ribosomal protein L27 homolog [Pisum sativum] 

Seq. No. 47871 

Seq. ID kmv700739530.hl 

Method BLASTN 

NCBI GI g2804153 

BLAST score 75 

E value 1.0e-34 

Match length 95 

% identity 95 

NCBI Description Lupinus albus mRNA for aquaporin, partial 

Seq. No. 47872 

Seq. ID kmv700739595.hl 

Method BLASTX 

NCBI GI gl653513 

BLAST score 183 

E value 6.0e-14 

Match length 66 

% identity 48 

NCBI Description (D90914) hypothetical protein [Synechocystis sp.] 

Seq. No. 47873 

Seq. ID kmv700739607.hl 

Method BLASTX 

NCBI GI g2832652 

BLAST score 164 

E value 8.0e-12 

Match length 38 

% identity 76 

NCBI Description (AL021710) putative protein [Arabidopsis thaliana] 

Seq. No. 47874 

Seq. ID kmv700739610.hl 

Method BLASTX 

NCBI GI g282929 

BLAST score 179 

E value 2.0e-13 

Match length 89 

% identity 46 

NCBI Description carbonate dehydratase (EC 4.2.1.1} - garden pea 

Seq. No. 47875 

Seq. ID kmv700739638.hl 

Method BLASTN 

NCBI GI g829118 

BLAST score 43 

E value 4.0e-15 

Match length 119 

% identity 84 

NCBI Description P. vulgaris gene for cyclophilin 

Seq. No. 47876 

Seq. ID kmv700739693.hl 

Method BLASTX 



7748 



NCBI GI 


gll!7778 


BLAST qror? 


336 


E value 


7.0e-32 


Match length 


85 


% identity 


79 


NCBI Description 


(D49366) 4-coumarate:CoA 




erythrorhizon] 


Seq. No. 


47877 


Seq. ID 


kmv700739761.hl 


Method 


BLASTX 


Vi ^ J_> X VJX 




BLAST score 


203 


E value 


3.0e-16 


Match length 


78 


% identity 


53 


NCBI Description 


(AC005896) putative white 


Seq. No. 


47878 


Seq. ID 


kmv700739781.hl 


Method 


BLASTN 


<NCBI GI 


g20740 


DUriO 1 o^UJ-C 




E value 


3.0e-09 


Match length 


57 


% identity 


89 


NCBI Description 


Pisum sativum mRNA for P 




cleavage complex 


Seq. No. 


47879 


Seq. ID 


kmv700739793.hl 


Method 


BLASTX 






BLAST score 


210 


E value 


4.0e-17 


Match length 


76 


% identity 


50 


NCBI Description 


(AF099112) sigma factor; 


Seq. No. 


47880 


Seq. ID 


kmv700739813.hl 


Method 


BLASTX 


NCBI GI 


g3914472 


BLAST score 


256 


E value 


2.0e-22 


Match length 


64 


% identity 


77 



protein, a part of glycine 



Sig3 [Zea mays] 



NCBI Description 



PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_322764_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA49693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



47881 

kmv700739904.hl 

BLASTN 

gl8561 

225 



7749 



E value 
Match length 
% identity 
NCBI Description 



1.0e-124 

256 

100 

G.max Gmachsl gene 




for chalcone synthase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47882 

kmv700739932.hl 

BLASTN 

g3869087 

117 

3.0e-59 

177 

92 

Nicotiana paniculata mRNA for elongation factor-1 alpha, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47883 

kmv700740059.hl 

BLASTX 

g2088652 

250 

6.0e-22 

69 

74 

(AF002109) 26S proteasome regulatory subunit S12 isolog 
[Arabidopsis thaliana] >gi_235137 6 (U54 5 61) translation 
initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 



Seq. No. 


47884 




Seq. ID 


kmv700740077.hl 




Method 


BLASTX 




NCBI GI 


g2244868 




BLAST score 


211 




E value 


3.0e-17 




Match length 


76 




% identity 


49 




NCBI Description 


(Z97337) cytochrome 


P450 [Arabidopsis thaliana] 


Seq. No. 


47885 




Seq. ID 


kmv700740127.hl 




Method 


BLASTN 




NCBI GI 


g516853 




BLAST score 


149 




E value 


2.0e-78 




Match length 


197 




% identity 


33 




NCBI Description 


Soybean SUBI-2 gene 


for ubiquitin, complete cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



47886 

kmv700740157.hl 

BLASTX 

g3482924 

188 

1.0e-14 

65 

60 



7750 



NCBI Description (AC003970) Highly similar to cinnamyl alcohol 

dehydrogenase, gi_1143445 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47887 

Jcmv700740175.hl 

BLASTX 

g3914486 

320 

5.0e-30 

80 

68 

PUTATIVE PSEUDOURI DYLATE SYNTHASE ( PSEUDOURIDINE SYNTHASE) 
>gi_2347206 (AC002338) pseudouridine synthase isolog 
[Arabidopsis thaliana] 

47888 

kmv700740255.hl 

BLASTX 

g2584787 

137 

1.0e-08 

55 
49 

(X95762) Aminopeptidase P-like [Homo sapiens] 
47889 

kmv700740308.hl 

BLASTX 

g4454042 

365 

3.0e-35 

82 

82 

(AL035394) putative protein [Arabidopsis thaliana] 
47890 

kmv700740371.hl 

BLASTN 

g2529369 

62 

2.0e-26 

158 

85 

Spinacia oleracea NADP-dependent glyceraldehydephosphate 
dehydrogenase subunit A mRNA, chloroplast gene encoding 
chloroplast protein, complete cds 

47891 

kmv700740376.hl 

BLASTX 

g3882183 

186 

2.0e-14 

77 

45 

(AB018274) KIAA0731 protein [Homo sapiens] 



7751 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47892 

kmv700740405.hl 

BLASTX 

g3128206 

193 

4.0e-15 

83 
52 

(AC004077) unknown protein [Arabidopsis thaliana] 
47893 

kmv700740425.hl 

BLASTX 

g4455367 

138 

1.0e-08 

52 
58 

(AL035524) putative protein [Arabidopsis thaliana] 
47894 

kmv700740472.hl 

BLASTX 

g2266985 

363 

4.0e-35 

81 

86 

(Y13943) MEtRS [Arabidopsis thaliana] 
47895 

kmv700740528.hl 

BLASTX 

g462187 

234 

4.0e-20 

57 

79 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_282928_pir A42906 serine 

hydroxymethyltransf erase - garden pea >gi_169158 (M87649) 
serine hydroxymethyltransferase [Pisum sativum] 

47896 

kmv700740565.hl 
BLAST N 
g4263774 
32 

1.0e-08 

63 
45 

Arabidopsis thaliana chromosome II BAC T20F21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



47897 

kmv700740722.hl 



7752 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4455290 

85 

3.0e-40 

145 

90 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAG clone F18A5 



Seq. No. 
Seq. ID 



47898 

kmv700740758.hl 

BLASTN 

g4406529 

108 

5.0e~54 

152 

93 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

47899 

kmv700740870.hl 

BLASTN 

gl8695 

110 

4.0e-55 

186 

90 

Soybean nodulin 22 gene 
47900 

kmv700740966.hl 

BLASTX 

g3033392 

160 

4.0e-17 

65 
74 

(AC004238) putative translation initiation factor 
EIF-2B-epsilon subunit [Arabidopsis thaliana] 

47901 

kmv700741020.hl 

BLASTX 

g81885 

163 

6.0e-20 

62 
80 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - kidney bean >gi_21050_emb_CAA42618_ (X60000) 
ribulose bisphosphate carboxylase [Phaseolus vulgaris] 
>gi_21053_emb_CAA40339_ (X57022) small subunit of ribulose 
1, 5-bisphosphate carboxylase/oxygenase [Phaseolus vulgaris] 

47902 

kmv700741027.hl 



7753 



# • 



Method 


BLASTX 


NCBI GI 


g3810596 


BLAST score 


128 


E value 


3.0e-09 


Match length 


87 


% identity 


31 


NCBI Description 


(AC005398) reverse-transcriptase-like protein [Arabidop 




thaliana] 


Seq. No. 


47903 


Seq. ID 


kmv700741069.hl 


Method 


BLASTX 


NCBI GI 


a a c c o n n 

g44ooz9y 


BLAST score 


191 


E value 


3.0e-25 


Match length 


88 


% identity 


58 


NCBI Description 


(AL035528) putative protein [Arabidopsis thaliana] 


Seq. No. 


47904 


Seq. ID 


kmv700741111.hl 


Method 


BLASTX 


NCBI GI 


g!168411 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


51 


% identity 


69 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE , CHLOROPLAST PRECURSOR 


Seq. No. 


47905 


Seq. ID 


kmv700741218.hl 


Method 


BLASTX 


NCBI GI 


gl708313 


BLAST score 


158 


E value 


4.0e-ll 


Match length 


38 


% identity 


89 


NCBI Description 


HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi 999396 bbs 163637 




(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 




thaliana^thale-cress, Peptide, 699 aa] [Arabidopsis 




thaliana] 


Seq.. No. 


47906 


Seq. ID 


kmv700741350.hl 


Method 


BLASTX 


NCBI GI 


g4115357 


BLAST score 


168 


E value 


2.0e-16 


Match length 


76 


% identity 


51 


NCBI Description 


(AC005957) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


47907 


Seq. ID 


kmv700741364.hl 


Method 


BLASTX 


NCBI GI 


gl773369 


BLAST score 


220 



7754 



fl 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



3.0e-18 

56 
73 

(U82633) Alt a I subunit [Alternaria alternata] >gi_1842045 
(U86752) major allergen Alt a 1 subunit [Alternaria 
alternata] 



47908 

kmv700741381.hl 

BLASTX 

g4455158 

205 

1.0e-16 

53 

74 

(AL021687) kinase-like protein 



[Arabidopsis thaliana] 



47909 

kmv700741421.hl 

BLASTX 

gl346526 

275 

1.0e-24 

57 

91 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOS YLTRANS FERAS E 2) (ADOMET SYNTHETASE 2) 

>gi_1076533_pir S52218 methionine adenosyltransferase (EC 

2.5.1.6) - garden pea >gi_609225_eirib_CAA57581_ (X82077) 
methionine adenosyltransferase [Pisum sativum] >gi__609559 
(L36681) S-adenosylmethionine synthase [Pisum sativum] 

47910 

kmv700741544.hl 

BLASTX 

gl076678 

312 

5.0e-29 

73 

88 

ubiquitin / ribosomal protein S27a 



potato ( fragment ) 



47911 

kmv700741552.hl 

BLASTX 

g886100 

226 

7.06-19 

45 
91 

(U27347) putative water channel protein; plasmalemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Accession Number S44084 [Glycine max] 

47912 

kmv700741592.hl 
BLASTX 



7755 



NCBI GI 


fl A 

w w 

gl!5800 


BLAST score 


396 


E value 


6. Oe-39 


Match length 




% identity 


90 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 



TYPE I PRECURSOR 

(CAB-3) (LHCP) >gi_81771_pir S01962 chlorophyll 

a/b-binding protein 3 precursor - soybean 
>gi_18552_emb_CAA31419_ (X12981) chlorophyll a/b binding 
preprotein (AA - 32 to 231) [Glycine max] 



Seq. No. 


47913 


Seq. ID 


kmv700741641.hl 


Method 


t">t TV rtmv 

BLASTX 


NCBI GI 


g!296818 


BLAST score 


203 


E value 


3.0e-16 


Match length 


40 


% identity 


100 


NCBI Description 


(X94706) naringenin-chalcone synthase 


Seq. No. 


47914 


Seq. ID 


kmv700741735.hl 


Method ^ 


BLASTX 


NCBI GI 


g231924 


BLAST score 


393 


E value 


1.0e-38 


Match length 


76 


% identity 


96 


NCBI Description 


CYTOCHROME CI, HEME PROTEIN PRECURSOR 


Seq. No. 


47915 


Seq. ID 


kmv700741772.hl 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


304 


E value 


3.0e-28 


Match length 


62 


% identity 


95 


NCBI Description 


(AJ010466) RNA helicase [Arabidopsis - 


Seq. No. 


47916 


Seq. ID 


kmv700741828.hl 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


170 


E value 


2.0e-12 


Match length 


52 


% identity 


69 


NCBI Description 


fructose-bisphosphate aldolase (EC 4. 



(CLONE PC18I) 



.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



47917 

kmv700741829.hl 

BLASTX 

g3023281 



7756 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



263 

3.0e-23 

69 

71 

HIGH AFFINITY AMMONIUM TRANSPORTER 

>gi_2065194_emb_CAA64 475_ (X95098) ammonium transporter 
[Lycopersicon esculentum] 



47918 

kmv700741886.hl 

BLASTX 

gl076678 

186 

2.0e-14 

70 

64 

ubiquitin / ribosomal protein S27a 



potato (fragment) 



47919 

kmv700741967.hl 

BLASTX 

g!31399 

201 

4.0e-16 

62 
81 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 
>gi_21489_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47920 

kmv700741990.hl 

BLASTX 

g4098272 

194 

2.0e-15 

34 

100 

(U76558) alpha-tubulin [Triticum aestivum] 
47921 

kmv700742244.hl 

BLASTX 

g!31199 

157 

4.0e-ll 

48 

69 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 

>gi_81470_pir S00453 photosystem I protein psaH precursor 

- spinach >gi_21287_emb_CAA3474 9_ (X16858) psaH [Spinacia 
oleracea] 



Seq. No. 



47922 



7757 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



kmv700742456.hl 

BLASTX 

g3702327 

225 

4.0e-19 

63 
62 

(AC005397) unknown protein [Arabidopsis thaliana] 
47923 

kmv700742692,hl 

BLASTX 

g4322327 

176 

3.0e-13 

57 

63 

(AF080545) peptide transporter [Nepenthes alata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * 

Match length 

% identity 

NCBI Description 



47924 

kmv700742778.hl 

BLASTX 

g3377822 

146 

9.0e-10 

41 

73 

(AF076275) contains similarity to Caenorhabditis elegans 
MEL-26 (GB:U67737) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47925 

kmv700742786,hl 

BLASTX 

g3328221 

148 

5.0e-10 

32 

91 

(AF076920) thioredoxin peroxidase 



[Secale cereale] 



47926 

kmv700742805.hl 

BLASTX 

gl!5765 

127 

8.0e-09 

56 

62 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi__19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi__22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



7758 



Seq. No. 


47927 


Seq. ID 


kmv700742812.hl 


Method 


BLASTX 


NCBI GI 


g461550 


BLAST score 


179 


E value 


1.0e-13 


Match length 


64 


-5 identity 


DO 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 




>gi_81635_pir B39732 H+- transporting ATP synthase ( 




3.6.1.34) gamma-1 chain precursor, chloroplast - 




Arabidopsis thaliana >gi_166632 (M61741) ATP synthas 




gaznma-subunit [Arabidopsis thaliana] 


Seq. No. 


47928 


Seq. ID 


kmv700742848.hl 


Method 


BLASTX 


NCBI GI 


g2384669 


BLAST score 


ZOO 


E value 


2.0e-22 


Match length 


63 


% identity 


68 


NCBI Description 


(AF012656) putative potassium transporter AtKTlp 




[Arabidopsis thaliana] 


Seq. No. 


47929 


Seq. ID 


kmv700742863.hl 


Method 


BLASTX 


NCBI GI 


g4455293 


BLAST score 


178 


E value 


1.0e-13 


Match length 


62 


% identity 


63 


NCBI Description 


(AL035528) putative protein [Arabidopsis thaliana] 


Seq. No. 


47930 


Seq. ID 


kmv700742867.hl 


Method 


BLASTX 


NCBI GI 


g3548802 


BLAST score 


178 


E value 


1.0e-13 


Match length 


62 


% identity 


55 


NCBI Description 


(AC005313) axi 1-like protein [Arabidopsis thaliana] 



(EC 



>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47931 

kmv700742882.hl 

BLASTX 

g2984004 

242 

4.0e-21 

63 

68 

(AE000750) threonyl-tRNA synthetase [Aquifex aeolicus] 



7759 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47932 

kmv700742914.hl 

BLASTX 

g!31397 

165 

5.0e-12 

53 
72 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47933 

kmv700743031.hl 

BLASTX 

g4006890 

151 

3,0e-10 

39 

85 

(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 



Seq. No. 


47934 


Seq. ID 


kmv700743167.hl 


Method 


BLASTX 


NCBI GI 


g3341696 


BLAST score 


208 


E value 


4.0e-17 


Match length 


63 


% identity 


67 


NCBI Description 


(AC003672) unknown ] 


Seq. No. 


47935 


Seq. ID 


kmv700743194.hl 


Method 


BLASTX 


NCBI GI 


g3600049 


BLAST score 


239 


E value 


1.0e-20 


Match length 


57 


% identity 


82 


NCBI Description 


(AF080120) similar 




GTP_EFTU.hmm, score 


Seq. No. 


47936 


Seq. ID 


kmv700743201.hl 


Method 


BLASTX 


NCBI GI 


g3327394 


BLAST score 


138 


E value 


4.0e-22 


Match length 


81 


% identity 


71 



to initiation factor IF2-beta (Pfam: 
: 226.67) [Arabidopsis thaliana] 



7760 



NCBI Description (AC004483) putative RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47937 

kmv700743352.hl 

BLASTX 

g99902 

289 

2.0e-26 

57 

98 

translation elongation factor eEF-1 alpha chain 
tefSl) - soybean 



(gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47938 

kmv700743401.hl 

BLASTX 

g2494131 

235 

3.0e-20 

67 

64 

(AC002376) Strong similarity to Lycopersicon aldehyde 
oxidase (gb_U82559) . [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47939 

kmv700743443.hl 

BLASTX 

g2702277 

165 

5.0e-12 

56 

55 

(AC003033) putative cyclin g-associated kinase [Arabidopsis 
thaliana] >gi_2914689 (AC003974) putative cyclin 
g-associated kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47940 

kmv700743451.hl 

BLASTX 

g730456 

190 

6.0e-15 

41 
88 

4 OS RIBOSOMAL PROTEIN SI 9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 'length 

% identity 

NCBI Description 



47941 

kmv700743483.hl 

BLASTX 

g4115538 

148 

S.Oe-10 

63 
54 

(AB012116) UDP-glycose:flavonoid glycosyltransf erase [Vigna 
mungo] 



7761 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



47942 

kmv700743638.hl 

BLASTX 

g2073478 

143 

3.0e-09 

70 

51 

(Y11784) DNA polymerase I 
>gi 3861304 emb CAA15203 



[Rickettsia prowazekii] 
(AJ235273) DNA POLYMERASE I 



(polA) [Rickettsia prowazekii] 
47943 

kmv700743675.hl 

BLASTX 

g4490336 

211 

3.0e-17 

70 
61 

(AL035656) auxin- induced protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47944 

kmv700743703.hl 
BLASTX ^ 
g3288821 
106 

1.0e-13 

58 

72 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



47945 

kmv700743707.hl 

BLASTX 

g2435517 

208 

4.0e-17 

63 

63 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 

47946 

kmv700743721.hl 

BLASTX 

gl053216 

212 

1.0e-17 

42 
98 

(U39475) chlorophyll a/b-binding protein [Glycine max] 
47947 

kmv700743734.hl 



7762 



Method 


BLASTX 


NCBI GI 


gl495802 


BLAST score 


157 


E value 


4.0e-ll 


Match length 


67 


% identity 


43 


NCBI Description 


{X96405) 13-lipoxygenase [Solanum tuberosum] 


Seq. No. 


47948 


Seq. ID 


kmv700743803.hl 


Method 


BLASTX 


NCBI GI 


g3885511 


BLAST score 


160 


E value 


2.0e-ll 


Match length 


47 


% identity 


72 


NCBI Description 


(AF084200) similar to PSI-K subunit of photosystem I ; 




barley [Medicago sativa] 


Seq. No. 


47949 


Seq. ID 


kmv700743808.hl 


Method 


BLASTX 


NCBI GI 


g3386611 


BLAST score 


239 


E value 


1.0e-20 


Match lenath 


54 


% identity 


69 


NCBI Description 


(AC004665) unknown protein [Arabidopsis thaliana] 


Seq. No. 


47950 


Seq. ID 


kmv700743838.hl 


Method 


BLASTX 


NCBI GI 


g3776557 


BLAST score 


166 


E value 


4.0e-12 


Match length 


42 


% identity 


69 


NCBI Description 


(AC005388) Contains similarity to gi 29244 95 hypothet. 




protein Rvl920 from Mycobacterium tuberculosis genome 




gb AL022020. [Arabidopsis thaliana] 


Seq, No. 


47951 


Seq, ID 


kmv700743872.hl 


Method 


BLASTX 


NCBI GI 


g2104959 


BLAST score 


172 


E value 


8.0e-13 


Match lencrth 


34 


% identity 


91 


NCBI Description 


(U96925) immunophilin [Vicia faba] 


Seq, No. 


47952 


Seq. ID 


kmv700744095.hl 


Method 


BLASTX 


NCBI GI 


g3183088 


BLAST score 


163 


E value 


8.0e-12 



from 



7763 



Match length 

% identity 

NCBI Description 



57 
53 

PROBABLE NONSPECIFIC LIP ID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb__CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



Sea No 


47953 


Seq. ID 


kwa701015555.hl 


Method 


BLASTN 


NCBI GI 


gl675195 


BLAST score 


73 


E value 


5.0e-33 


Match length 


152 


% identity 


88 


NCBI Description 


Pisum sativum (clone PsRCI22— 3) callus protein P23 ] 






S^a Nn 

*-J ^ • » 


47954 




lcw^701 01 hi 


] JC LllVJtX 


DJ-iriO X LN 


NCBI GI 


y J- \J mS *S c~ t+ 


BLAST score 


94 


E value 


8.0e-46 


Match length 


94 


0 -Lv-iC:ll I — L i— y 


100 










OC4. 1L» 


Vw^701 01 R ^7 A hi 


l v Jc LI1UU 


oXirlo 1 A 


NCBI GI 




BLAST score 


200 


E value 


2. Oe-19 


Match length 


57 


% identity 


82 




(T11f)A16\ ovnarxs-iri T?YP1 fDrahi Hnn<5-i «; fhal i anal 


0 c L£ . in \J . 


47 Q^f^ 


Sea ID 


kwa701015681 hi 


l v lc: LI1UU 






rr^4 4 Q^9 £ 


BLAST qrorp 


35 


E value 


1.0e-10 


Match length 


127 


% identity 


82 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K19M22, complete sequence [Arabidopsis thaliana] 


Seq. No. 


47957 


Seq. ID 


leu701144321.hl 


Method 


BLASTX 


NCBI GI 


g2245131 


BLAST score 


142 


E value 


3.0e-09 


Match length 


48 


% identity 


65 



clone : 



7764 



NCBI Description (Z97344) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47958 

leu701144373.hl 

BLASTX 

g3953595 

150 

5.0e-10 

38 

82 

(AB008486) response regulator 3 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



47959 

leu701144401.hl 

BLASTX 

g4263792 

203 

9.0e-24 

73 

77 

(AC006068) unknown protein [Arabidopsis thaliana] 
47960 

leu701144405.hl 

BLASTX 

g99743 

143 

2.0e-09 

62 

61 

2-dehydro-3-deoxyphosphoheptonate aldolase (EC 4.1.2.15) 2 
- Arabidopsis thaliana 

47961 

leu701144422.hl 

BLASTX 

g3047104 

140 

6.0e-09 

49 

57 

(AF058919) No definition line found [Arabidopsis thaliana] 
47962 

leu701144526.hl 

BLASTX 

g629692 

150 

3,0e-10 

39 

77 

hypothetical protein - coirimon tobacco 

>gi_506471_emb_CAA56189_ (X79794) unnamed protein product 
[Nicotiana tabacum] 

47963 

leu701144567.hl 



7765 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455232 

358 

2.0e-34 

83 

75 

(AL035523) 



putative protein [Arabidopsis thaliana] 



47964 

leu701144595.hl 

BLASTN 

g2351065 

44 

6.0e-16 

92 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHF15, complete sequence [Arabidopsis thaliana] 

47965 

leu701144596.hl 

BLASTX 

g2160175 

180 

8.0e-14 

66 

53 

(AC000132) 
proteinase 



PI clone 



Strong similarity to Dianthus cysteine 
(gbJJ17135) . [Arabidopsis thaliana] 



47966 

leu701144660.hl 

BLASTN 

g3738275 

61 

7.0e-26 

149 

85 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



47967 

leu701144671.hl 

BLASTX 

g4033365 

192 

3.0e-15 

36 
92 

(AJ223499) ATP sulfurylase [Brassica juncea] 
47968 

leu701144688.hl 

BLASTX 

gll72811 

175 

3.0e-13 



7766 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



45 
76 

60S RIBOSOMAL PROTEIN L10-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_1076751j?ir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 

47969 

leu701144692.hl 

BLASTN 

g3212846 

32 

1.0e-08 

56 

89 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

47970 

leu701144713.hl 

BLASTN 

g3492802 

40 

2.0e-13 

91 

39 

Medicago truncatula ENBP1 gene, exons 1 to 
47971 

leu701144725.hl 

BLASTN 

g22065 

37 

8.0e-12 

73 

88 

Vigna mungo gene for sulfhydryl-endopeptidase 
47972 

leu701144787.hl 

BLASTX 

gl706082 

192 

3.0e-15 

51 

71 

SERINE CARBOX YPE PT I DASE II-3 PRECURSOR (CP-MII.3) 

>gi_629787jpir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350Jobs_JL53536 

CP-MII . 3=serine carboxypeptidase [Hordeum vulgare=barley f 

cv. Alexis, aleurone, Peptide, 516 aa] 

>gi_474392_emb_CAA55478_ (X78877) serine carboxylase II-3 
[Hordeum vulgar e] 

47973 

leu701144889.hl 
BLASTN 



7767 




NCBI GI 


g!8737 


BLAST score 


104 


E value 


1.0e-51 


Match length 


240 


% identity 


85 


NCBI Description 


Glycine max RPRP3 gene for repetitive proline-rich protein 


Seq. No. 


47974 


Seq. ID 


leu701144913.hl 


Method 


BLASTX 


NCBI GI 


g3935181 


BLAST score 


313 


E value 


4.0e-29 


Match length 


89 


% identity 


66 


NCBI Description 


(AC004557) F17L21.24 [Arabidopsis thaliana] 


Seq. No. 


47975 


Seq. ID 


leu701144934.hl 


Method 


BLASTX 


NCBI GI 


g3451068 


BLAST score 


247 


E value 


1.0e-22 


Match length 


92 


% identity 


64 


NCBI Description 


(AL031326) putative protein [Arabidopsis thaliana] 


Seq, No. 


47976 


Seq. ID 


leu701144981.hl 


Method 


BLASTN 


NCBI GI 


gl277163 


BLAST score 


231 


E value 


1.0e-127 


Match length 


235 


% identity 


100 


NCBI Description 


Glycine max cysteine proteinase inhibitor mRNA, partial cds 


Seq. No. 


47977 


Seq. ID 


leu701145075.hl 


Method 


BLASTX 


NCBI GI 


g3860321 


BLAST score 


209 


E value 


4.0e-17 


Match length 


50 


% identity 


74 


NCBI Description 


(AJ012687) beta-galactosidase [Cicer arietinum] 


Seq. No. 


47978 


Seq. ID 


leu701145166.hl 


Method 


BLASTX 


NCBI GI 


g3876060 


BLAST score 


156 


E value 


8.0e-ll 


Match length 


72 


% identity 


40 


NCBI Description 


(Z72507) weak similarity with nitrogen fixation regulatory 



protein PIR accession number S52263; cDNA EST yk284f5.3 



7768 



comes from this gene; cDNA EST yk284f5.5 comes from this 
gene [Caenorhabditis elegans] 



Seq. No, 


47979 




~\ ^n701 1 4^91 ft M 

J_tJ U ( vll't Ji-lO • 11JL 


Method 


BLASTX 


NCBI GI 


g2344898 


BLAST score 


232 


E value 


1.0e-19 


Match length 


44 


% identity 


93 


NCBI Description 


(AC002388) 60S ribosomal protein L30 isolog [Arabidc 




thaliana] 




Al Qfifl 
^ / you 


Seq. ID 


leu701145222.hl 


Method 


BLASTN 


NCBI GI 


gl70053 


BLAST score 


61 


E value 


8.0e-26 


Match length 


109 


% identity 


89 


NCBI Description 


Soybean ribosomal protein Sll mRNA, 3 1 end 


Seq. No. 


47981 


Seq. ID 


leu701145235.hl 


Method 


tjt t\ omv 
bJ-iAb 1 A 


NCBI GI 


gl34777 


BLAST score 


234 


E value 


8.0e-20 


Match length 


84 


% identity 


56 


NCBI Description 


STAGE V SPORULATION PROTEIN K >gi_98485_pir S16301 




protein - Bacillus subtilis >gi 40197 emb CAA42049 




(X59412) spoVJ [Bacillus subtilis] 


oeq. wo. 


A 1 QP 0 


Seq. ID 


leu701145283.hl 


Method 


BLASTX 


NCBI GI 


g3063698 


BLAST score 


178 


E value 


3.0e-13 


Match length 


84 


% identity 


43 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


Seq. No. 


47983 


Seq. ID 


leu701145296.hl 


Method 


BLASTN 


NCBI GI 


g2662468 


BLAST score 


34 


E value 


6.0e-10 


Match length 


58 


% identity 


90 



NCBI Description 



Arabidopsis thaliana ribosomal protein S6 
complete cds 



(rps6) mRNA, 



7769 



CI 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



47984 

leu701145337.hl 

BLASTX 

g4469025 

163 

1.0e-ll 

46 

(AL035602) putative protein [Arabidopsis thaliana] 



47985 

leu701145381.hl 

BLASTN 

g4106527 

72 

2.0e-32 

84 

98 

Mus musculus Pontin52 mRNA, 



complete cds 



47986 

leu701145481.hl 

BLASTX 

g3341443 

180 

1.0e-13 

51 
67 

(AJ223074) acid phosphatase [Glycine max] 
47987 

leu701145575.hl 

BLASTX 

g4455299 

258 

9.0e-23 

82 

56 

(AL035528) putative protein [Arabidopsis thaliana] 



47988 

leu701145649.hl 

BLASTN 

g3097320 

48 

4.0e-18 

124 

90 

Glycine max gene for Bd 30K, 



complete cds 



47989 

leu701145748.hl 

BLASTN 

g2673867 

36 

5-0e-ll 

100 



7770 



% identity 

NCBI Description 



84 

Antirrhinum ma jus mRNA for f imbriata-associated protein 1, 
partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47990 

leu701145750.hl 

BLASTN 

g!70041 

36 

5.0e-ll 

36 

100 

Glycine max cv Prize protein kinase mRNA 
47991 

leu701145794.hl 

BLASTX 

g4558672 

290 

1.0e-26 

73 

70 

(AC007063) putative 1, 3-beta-D-glucan synthase [Arabidopsis 
thaliana] 



Seq. No. 


47992 


Seq. ID 


leu701145909.hl 


Method 


BLASTX 


NCBI GI 


g3702342 


BLAST score 


210 


E value 


4.0e-17 


Match length 


77 


% identity 


55 


NCBI Description 


(AC005397) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


47993 


Seq. ID 


leu701145928.hl 


Method 


BLASTX 


NCBI GI 


gll70949 


BLAST score 


310 


E value 


8.0e-29 


Match length 


78 


% identity 


73 


NCBI Description 


SERINE/THREONINE- PROTEIN KINASE MHK >gi_481207_pir S38327 




protein kinase - Arabidopsis thaliana >gi_166811 (L07249) 




protein kinase [Arabidopsis thaliana] 


Seq. No. 


47994 


Seq. ID 


leu701145932.hl 


Method 


BLASTN 


NCBI GI 


g287567 


BLAST score 


38 


E value 


4.0e-12 


Match length 


62 


% identity 


90 


NCBI Description 


Vigna radiata auxin-regulated mRNA 



7771 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47995 

leu701146029.hl 

BLASTX 

g?l29662 

170 

2.0e-12 

73 

41 

ovule-specific homeotic protein homolog A20 - Arabidopsis 
thaliana >gi_1881536 (U37589) A20 [Arabidopsis thaliana] 

47996 

leu701146109.hl 

BLASTX 

g4006855 

95 

1.0e-09 

47 
65 

{299707} Cu2+-transporting ATPase-like protein [Arabidopsis 
thaliana] 



Seq. No. 


47997 


Ot3q . -L U 


1 on7m 1 4 £1 1 4 HI 

x eu / uii'ioii^ .nx 


Method 


BLASTN 


NCBI GI 


gl70053 


BLAST score 


73 


E value 


2.0e-33 


Match length 


105 


1 identity 


92 


NCBI Description 


Soybean ribosomal protein Sll mRNA, 3' end 


Seq. No. 


47998 


Seq. ID 


leu701146121.hl 


Method 


BLASTN 


NCBI GI 


g303900 


BLAST score 


105 


E value 


4.0e-52 


Match length 


122 


% identity 


27 


NCBI Description 


Soybean gene for ubiquitin, complete cds 


Seq. No. 


47999 


Seq. ID 


leu701146190.hl 


Method 


BLASTX 


NCBI GI 


g3451071 


BLAST score 


201 


E value 


4.0e-16 


Match length 


39 


% identity 


95 


NCBI Description 


(AL031326) beta adaptin - like protein [Arabidopsis 




thaliana] 



Seq. No. 48000 

Seq. ID leu70114€261.hl 

Method BLASTN 

NCBI GI g3097320 



7772 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



47 

1.0e-17 

127 
84 

Glycine max gene for Bd 30K, complete cds 
48001 

leu701146282.hl 

BLASTX 

g2160151 

154 

9.0e-ll 

51 
55 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb X77260) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48002 

leu701146319.hl 

BLASTN 

gl053050 

35 

2.0e-10 

91 

91 

Glycine max histone 



H3 gene, partial cds, clone S4 



48003 

leu701146366.hl 

BLASTN 

gl813328 

32 

1.0e-08 

135 
82 

Canavalia gladiata mRNA for HMG-1, complete cds 
48004 

leu701146380.hl 

BLASTX 

g4335864 

162 

1.0e-ll 

32 

91 

(AF052040) calreticulin [Berberis stolonifera] 
48005 

leu701146391.hl 

BLASTN 

gl70053 

122 

3.0e-62 

129 
99 

Soybean ribosomal protein Sll mRNA, 3 1 end 



7773 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48006 

leu701146410.hl 

BLASTX 

gl769901 

202 

2.0e-16 

69 

55 

(X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



48007 

leu701146415.hl 

BLASTN 

g296444 

163 

6.0e-87 

167 

99 



NCBI Description G.max ADR 6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48008 

leu701146425.hl 

BLASTX 

g2642450 

330 

4.0e-31 

86 

72 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48009 

leu701146469.hl 

BLASTN 

g3241925 

35 

2.0e-10 

59 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOK9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48010 

leu701146483.hl 

BLASTX 

g4056457 

149 

3.0e-10 

40 
75 

(AC005990) ESTs 



gene. [Arabidopsis thaliana] 



gb_234051 and gb_F13722 come from this 



Seq. No. 



48011 



7774 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



leu701146516.hl 

BLASTN 

g218112 

78 

4.0e-36 

162 
87 

Rice mRNA for ribosomal protein L41 (340 gene), partial 
sequence >gi_3107899_dbj_D42832_D42832 Rice callus cDNA, 



Seq. No. 


48012 


Seq. ID 


leu701146537.hl 


Method 


BLASTN 


NCBI GI 


g2995989 


BLAST score 


52 


E value 


2.0e-20 


Match length 


68 


% identity 


94 


NCBI Description 


Arabidopsis tha. 




mRNA, complete ■ 


Seq. No. 


48013 


Seq. ID 


leu701146570.hl 


Method 


BLASTX * 


NCBI GI 


g3947735 


BLAST score 


186 


E value 


3.0e-14 


Match length 


76 


% identity 


46 


NCBI Description 


(AJ009720) NL27 


Seq. No. 


48014 


Seq. ID 


leu701146604.hl 


Method 


BLASTX 


NCBI GI 


g951449 


BLAST score 


182 


E value 


1.0e-15 


Match length 


64 


% identity 


59 


NCBI Description 


(L46681) aspart. 




e s nul ent um 1 


Seq. No. 


48015 


Seq. ID 


leu701146620.hl 


Method 


BLASTN 


NCBI GI 


gl70029 


BLAST score 


41 


E value 


5.0e-14 


Match length 


77 


% identity 


88 


NCBI Description 


Glycine max cv. 


Seq. No. 


48016 


Seq. ID 


leu701146740.hl 


Method 


BLASTX 


NCBI GI 


g3914435 


BLAST score 


145 



[Solanum tuberosum] 



Dare nodulin 26 gene fragment 



7775 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-09 

36 
75 

PROFILIN 1 >gi_3021375_emb_CAA11756_ 
[Glycine max] 



(AJ223982) profilin 



48017 

leu701146743.hl 

BLASTN 

g3021374 

79 

1.0e-36 

103 

94 

Glycine max mRNA for profilin, PROl 
48018 

leu701146761.hl 
BLASTX 

gl350680 v ** "V: ' , 

147 \ ^ - - -'' 

6.0e-10 

49 

49 

60S RIBOSOMAL PROTEIN LI 
48019 

leu701146770.hl 

BLASTN 

g2264304 

33 

3.0e-09 

83 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBG8, complete sequence [Arabidopsis thaliana] 



Seq. No. 


48020 


Seq. ID 


leu701146772.hl 


Method 


BLASTX 


NCBI GI 


g4454010 


BLAST score 


183 


E value 


4.0e-14 


Match length 


68 


% identity 


50 


NCBI Description 


(AL035396) putative 


Seq. No. 


48021 


Seq. ID 


leu701146788.hl 


Method 


BLASTX 


NCBI GI 


g4335729 


BLAST score 


157 


E value 


5.0e-ll 


Match length 


74 


% identity 


9 


NCBI Description 


(AC006248) putative 




thaliana] 



putative salt-inducible protein [Arabidopsis 



7776 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




48022 

leu701146852.hl 

BLASTN 

g4165487 

69 

1.0e-30 

101 

92 

Hordeum vulgare mRNA 




for alpha-tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48023 

leu701146887.hl 

BLASTN 

g3599418 

173 

9.0e-93 

232 

93 

Glycine max alternative oxidase precursor (Aoxl) <Jene, 
nuclear gene' encoding mitochondrial protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48024 

leu701146922.hl 

BLASTX 

gl723780 

139 

1.0e-08 

78 
40 

HYPOTHETICAL 62.8 KD PROTEIN IN TAF145-YOR1 INTERGENIC 

REGION >gi_2131716_pir S64609 hypothetical protein YGR27 6c 

- yeast (Saccharomyces cerevisiae) 
>gi_1323503_emb_CAA97306_ (273061) ORF YGR276c 
[ Saccharomyces cerevisiae ] >gi_2 10489 9_emb__CAA58 8 98_ 
(X84098) PIE553 [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48025 

leu701146933.hl 

BLASTX 

g3806016 

164 

6.0e-12 

63 
56 

(AF053104) peroxisomal targeting signal 1 receptor; 
receptor; Pex5p [Nicotiana tabacum] 

48026 

leu701146935.hl 

BLASTX 

g3451074 

139 

8.0e-09 

36 

64 

(AL031326) putative protein [Arabidopsis thaliana] 



PTS1 



7777 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48027 

leu701146944.hl 

BLASTN 

gl8644 

172 

4.0e-92 

196 

97 

Soybean mRNA for HMG-1 like protein 
48028 

leu701146987.hl 

BLASTX 

gl!70409 

248 

2.0e-21 

64 

77 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT 2 2 (HD-ZIP PROTEIN 22) 
>gi_549887 (U09336) homeobox protein [Arabidopsis- thaliana] 
>gi_549888 (U09337) homeobox protein [Arabidopsis thaliana] 
>gi_4490724_emb_CAB38927.1_ (AL035709) homeobox protein 
HAT22 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48029 

leu701147008.hl 

BLASTN 

gl69974 

34 

8.0e-10 

94 

84 

Glycine max vspA gene, complete cds 
48030 

leu701147041.hl 

BLASTX 

g3925363 

328 

6.0e-31 

83 
70 

(AF067 961) homeodomain protein [Malus domestical 
48031 

leu701147169.hl 

BLASTX 

g3152587 

410 

1.0e-40 

77 
38 

(AC002986) Similar to CREB-binding protein homolog 
gb_U8 8570 from D. melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb_W43427 comes from this gene. [Arabidopsis thaliana] 



7778 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48032 

leu701147176.hl 

BLASTN 

g!239960 

54 

1.0e-21 

162 
83 

A. ma jus mRNA for MADS-box protein 



(DEFH4 9 



Seq. No. 48033 

Seq. ID leu701147250.hl 

Method BLASTN 

NCBI GI g!70053 

BLAST score 210 

E value 1.0e-U5 

Match length 234 

% identity 97 

NCBI Description Soybean ribosomal protein Sll mRNA, 3 T end 

Seq. No. 48034 

Seq. -ID leu701147301.hl 

Method BLASTX 

NCBI GI g2498329 

BLAST score 403 

E value 1.0e-39 

Match length 91 

% identity 82 



NCBI Description PATTERN FORMATION PROTEIN EMB30 >gi_2129665_pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein/ GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



Seq. No. 48035 

Seq. ID leu701147332.hl 

Method BLASTN 

NCBI GI gl70053 

BLAST score 219 

E value 1.0e-120 

Match length 255 

% identity 96 

NCBI Description Soybean ribosomal protein Sll mRNA, 3 T end 

Seq. No. 48036 

Seq. ID leu701147361*hl 

Method BLASTX 

NCBI GI g3169883 

BLAST score 144 

E value 2.0e-12 

Match length 7 6 

% identity 43 

NCBI Description (AF033194) dehydroquinate dehydratase/shikimate:NADP 



7779 



IT • 

oxidoreductase [Lycopersicon esculentum] >gi__3169888 
(AF034411) dehydroquinate dehydratase/ shikimate :NADP 
oxidoreductase [Lycopersicon esculentum] 



Seq, No* 


48037 


Seq. ID 


leu701147421.hl 


Method 


BLASTX 


NCBI GI 


g2829868 


BLAST score 


199 


E value 


9.0e-16 


Match length 


63 


% identity 


59 


NCBI Description 


(AC002396) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


48038 


Seq. ID 


leu701147433.hl 


Method 


BLASTX 


NCBI GI 


g4262173 




209 


ill VuJ-UC 


6 . 0e-17 


Match length 


77 


% identity 


55 


NCBI Description 


(AC005508) 3975 [Arabidopsis thaliana] 


Sea Nn 


48039 


Seq. ID 


leu7011474 ^7 hi 




OiiflO X L\ 


NCBI GI 


al70053 




1 a j 




5 . Oe-64 


Match 1 enath 


125 


% identity 


100 


NCBI Description 


Soybean ribosomal protein Sll mRNA, 3' end 


Seq. No. 


48040 


Sea ID 


leu701147440 hi 






NCBI GI 


a2764805 


BLAST ^rorp 


83 


P 1 1 ? 7<=1 
Hj V CIJ.UC 


5 Oe-39 


Match length 


187 


S: t r3f*nt 1 tv 


86 


NCBI Description 


G.max gene encoding epoxide hydrolase 


Seq. No. 


48041 


Sea ID 


leu701147512 hi 


Method 


BLASTX 


NCBI GI 


g3046693 


BLAST score 


229 


E value 


3.0e-19 


Match length 


39 


% identity 


100 


NCBI Description 


(AL02214 0) receptor like protein (fragment) [Arabidop 




thaliana] 


Seq. No. 


48042 


Seq. ID 


leu701147553.hl 



7780 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

g3341442 

155 

5.0e-82 

243 

91 

Glycine max mRNA for root nodule acid phosphatase 
48043 

leu701147586.hl 

BLASTX 

g2275202 

224 

7.0e-19 

72 
62 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 

48044 

leu701147650.hl 

BLASTX 

g4138583 

241 

8.0e-21 

68 

74 

(Y10821) plastidic ATP/ADP-transporter [Solanum tuberosum] 
48045 

leu701147691.hl 

BLASTX 

g3834323 

184 

5.0e-14 

90 
43 

(AC005679) F9K20.25 [Arabidopsis thaliana] 
48046 

leu701147728.hl 

BLASTN 

gl8551 

163 

9.0e-87 

231 

95 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

48047 

leu701147744.hl 

BLASTN 

g505145 

62 

1.0e-26 

130 



7781 



I identity 

NCBI Description 



O 



87 

Tobacco mRNA for protein-serine/threonine kinase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



48048 

leu701147792.hl 

BLASTN 

g2331045 

53 

3.0e-21 

54 

68 

Sambucus nigra ribosome inactivating protein precursor 
mRNA, complete cds 

48049 

leu701147817.hl 

BLASTX 

g3386610 

139 

9.0e-09 

50 

48 

(AC004 665) hypothetical protein [Arabidopsis thaliana] 
48050 

leu701147831.hl 

BLASTX 

g4220469 

176 

3.0e-13 

38 

87 

(AC006069) putative receptor protein kinase, 5* partial 
[Arabidopsis thaliana] 

48051 

leu701147852.hl 

BLASTX 

g4263517 

149 

4.0e-10 

52 
56 

(AC004044) similar to PHZF, catalyzing the hydroxylation of 
phenazine-l-carboxylic acid to 

2-hydroxy-phenazine-l-carboxylic acid [Arabidopsis 
thaliana] 

48052 

leu701147941.hl 

BLASTX 

g!399303 

249 

8.0e-22 

59 

71 



7782 



NCBI Description 



(U41473) phosphoinositide-specif ic phospholipase C P12 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48053 

leu701147943.hl 

BLASTX 

g2529663 

159 

3.0e-ll 

57 

53 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48054 

leu701147994.hl 

BLASTN 

gl419035 

85 

2.0e-40 

97 

97 

M.sativa raRNA for delta-l-pyrroline-5-carboxylate synthase, 
P5CS-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48055 

leu701148080.hl 

BLASTX 

g3643082 

270 

3.0e-24 

75 
64 

(AF075579) protein phosphatase-2C; 
crystallinum] 



PP2C [Meseinbryanthemum 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48056 

leu701148106.hl 

BLASTX 

g629561 

143 

3.0e-09 

39 

69 

SRG1 protein - Arabidopsis thaliana 
>gi_479047_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



48057 

leu701148119.hl 

BLASTX 

gl350720 

238 

1.0e-20 

70 

64 



7783 



NCBI Description 60S RIBOSOMAL PROTEIN L32 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48058 

leu701148140.hl 

BLASTX 

g4567235 

252 

4.0e-31 

78 
81 

(AC007119) putative phosphatidylinositol/phophatidylcholine 
transfer protein [Arabidopsis thaliana] 

48059 

leu701148159.hl 

BLASTN 

gl694899 

141 

1.0e-73 

216 
92 

P. sativum mRNA for Copl protein 
48060 

leu701148161.hl 

BLASTN 

gl575730 

96 

1.0e-46 

222 

87 

Glycine max 14-3-3 related protein SGF14D mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48061 

leu701148210.hl 

BLASTX 

g4325354 

341 

2.0e-32 

86 

74 

(AF128395) contains similarity to retrovirus-related 
polyproteins and to CCHC zinc finger protein (Pfam: 
PF00098, Score=16.3, E-0.051, E= 1) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48062 

leu701148217.hl 

BLASTX 

g2961377 

176 

4.0e-13 

69 

5 

(AL022141) putative receptor protein kinase [Arabidopsis 
thaliana] 



7784 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48063 

leu701148219.hl 

BLASTX 

g3860256 

244 

5.0e-21 

77 

61 

(AC005824) putative tRNA isopentenylpyrophosphate 
transferase [Arabidopsis thaliana] 

48064 

leu701148220.hl 

BLASTN 

g2764803 

150 

5.0e-79 

245 

91 

G.max mRNA for epoxide hydrolase 
48065 

leu701148223.hl 

BLASTX -J?- 

g3914472 

250 

1.0e-21 

60 
80 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_322764_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA49693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 



48066 

leu701148244.hl 

BLASTN 

g3449316 

34 

8.0e-10 

46 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9D7, complete sequence [Arabidopsis thaliana] 

48067 

leu701148252.hl 

BLASTX 

g3777527 

138 

1.0e-08 

73 
44 

(AF053008) gag-pol polyprotein [Glycine max] 



TAC clone: 



Seq. No. 
Seq. ID 



48068 

leu701148281.hl 



7785 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g585876 

263 

2.0e-23 

69 

80 

60S RIBOSOMAL PROTEIN L23A (L25) >gi_1084424 _pir_ 
ribosomal protein L25 - common tobacco >gi_310935 
60S ribosomal protein L25 [Nicotiana tabacum] 

48069 

leu701148282.hl 

BLASTN 

g436782 

36 

3.0e-ll 

48 

94 

Rice mRNA for cyc07, complete cds 



S48026 
"(L18908) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48070 

leu701148311.hl 

BLASTX 

g!769898 

219 

4.0e-18 

83 
51 

(Y08010) lectin receptor kinase 



[Arabidopsis thaliana] 



48071 

leu701148426.hl 

BLASTX 

g3319366 

199 

5.0e-16 

67 

58 

(AF077409) contains similarity to helicases [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



48072 

leu701148496.hl 

BLASTX 

g 4454477 

147 

9.0e-10 

77 
42 

(AC006234) hypothetical protein [Arabidopsis thaliana] 
48073 

leu701148502.hl 

BLASTN 

gl854442 

54 

1.0e-21 



7786 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

S value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



118 
86 

Vigna unguiculata mRNA for CPRD8 protein, complete cds 
48074 

leu701148625.hl 

BLASTX 

g2688839 

321 

5.0e-30 

91 

67 

(AF003347) ATP phosphoribosyltransf erase [Thlaspi 
goesingense] 

48075 

leu701148689.hl 

BLASTX 

g3986296 

157 

6.0e-ll 

67 

51 

(AB018419) mitotic checkpoint [Xenopus laevis] 
48076 

leu701148756.hl 

BLASTX 

g3122323 

168 

3.0e-12 

80 
42 

LETHAL (2) DENTICLELESS PROTEIN (DTL83 PROTEIN) 

>gi_1079099_pir S51748 lethal (2 ) denticleless - fruit fly 

(Drosophila melanogaster) >gi_603539_emb_CAA58441_ (X83414) 
lethal (2) denticleless [Drosophila melanogaster] 
>gi_4007010_emb_CAA66723_ (X98094) l(2)dlt [Drosophila 
melanogaster] 

48077 

leu701148784.hl 

BLASTX 

g3702342 

161 

2.0e-ll 

51 

53 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
48078 

leu701148806.hl 

BLASTX 

gl362615 

269 

5.0e-24 
86 



7787 



% identity 59 

NCBI Description iswi protein - fruit fly (Drosophila melanogaster) 

>gi_439197 (L27127) ISWI protein [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48079 

leu701148825.hl 

BLASTN 

gl9701 

80 

3.0e-37 

164 

87 

N.plumbaginifolia mRNA NeIF-5A2 for initiation factor 5A{2) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48080 

leu701148834.hl 

BLASTX 

g4415931 

301 

1.0e-27 

89 
62 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb__AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 


48081 


Seq. ID 


leu701148881.hl 


Method 


BLASTX 


NCBI GI 


g4580389 


BLAST score 


143 


E value 


2.0e-09 


Match length 


63 


% identity 


49 


NCBI Description 


(AC007171) unknown protein [Arabidopsis 


Seq. No. 


48082 


Seq. ID 


leu701148890.hl 


Method 


BLASTX 


NCBI GI 


g2346988 


BLAST score 


151 


E value 


3.0e-10 


Match length 


80 


% identity 


30 


NCBI Description 


(AB006606) ZPT4-4 [Petunia x hybrida] 


Seq. No. 


48083 


Seq. ID 


leu701148915.hl 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


75 


E value 


2.0e-34 


Match length 


127 


% identity 


90 


NCBI Description 


Glycine max cationic peroxidase 2 (Prx2; 


Seq. No. 


48084 



Prx2) mRNA, complete cds 



7788 



Seq. ID leu701148987.hl 

Method BLASTN 

NCBI GI g4103476 

BLAST score 41 

E value 4.0e-14 

Match length 41 

% identity 100 

NCBI Description Glycine tomentella small subunit ribosomal RNA gene, 
partial sequence; internal transcribed spacer 1, 5.8S 
ribosomal RNA gene and internal transcribed spacer 2, 
complete sequence; and large subunit ribosomal RNA gene, pa 




Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI", Description 



48085 

leu701149020.hl 

BLASTN 

g!70061 

125 

4.0e-64 
246 
94 

Soybean 
cds 



(G.max L.) beta-tubulin (S-beta-2) gene, complete 



Seq. No. 48086 

Seq. ID leu701149056.hl 

Method BLASTN 

NCBI GI g20682 

BLAST score 36 

E value 6.0e-ll 

Match length 44 

% identity 95 

NCBI Description P. sativum mRNA of cDNA clone 7a 

Seq. No. 48087 

Seq. ID leu701149083.hl 

Method BLASTX 

NCBI GI g4415933 

BLAST score 197 

E value 2.0e-15 

Match length 88 

% identity 59 

NCBI Description (AC006418) putative cellular apoptosis susceptibility 
protein [Arabidopsis thaliana] 

>gi_4559390_gb__AAD23050.1_AC006526_15 (AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 



Seq. No. 48088 

Seq. ID leu701149136.hl 

Method BLASTX 

NCBI GI g2795805 

BLAST score 187 

E value 2.0e-14 

Match length 47 

% identity 77 t , 

NCBI Description (AC003674) putative protein kinase [Arabidopsis thaliana J 

>gi 3355493 (AC004218) putative protein kinase [Arabidopsis 



7789 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48089 

leu701149174.hl 

BLASTX 

g509810 

365 

3.0e-35 

82 

88 

(L08468) envelope Ca2+-ATPase [Arabidopsis thaliana] 
48090 

leu701149238.hl 

BLASTX 

g625547 

174 

2.0e-15 

53 

64 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_493723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48091 

leu701149268.hl 

BLASTN 

g886099 

153 

1.0e-80 

180 

97 

Glycine max putative water channel protein (Pipl) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48092 

leu701149289.hl 

BLASTX 

g3249110 

179 

2.0e-13 

53 

62 

(AC003114) T12M4. 



6 [Arabidopsis thaliana] 



48093 

leu701149310.hl 

BLASTX 

g3193323 

373 

3.0e-36 

78 

94 

(AF069299) similar to ribosomal protein S13 (Pfam; S15.hmm, 
score: 78.35); identical to Arabidopsis 40S ribosomal 
protein S13 (fragment) (SW: P49203A) except the first 32 



7790 



amino acids are different [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48094 

leu701149326.hl 

BLASTN 

g3116019 

112 

2.0e-56 

232 

87 

Pisum sativum mRNA for ftsZ gene 
48095 

leu701149383.hl 

BLASTX 

g4467126 

247 

1.0e-21 
67 

67 , , 

(AL035538) guanine nucleotide-exchange protein-like 

[Arabidopsis thaliana] 
48096 

leu701149412.hl 

BLASTX 

g4325355 

93 

1.0e-08 

76 
41 

(AF128395) contains similarity to retrovirus-related 
polyproteins [Arabidopsis thaliana] 

48097 

leu701149445.hl 

BLASTN 

g2262200 

56 

6.0e-23 
76 

93 , ^ 

Phaseolus vulgaris gibberellin 20-oxidase mRNA, complete 

cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



48098 

leu701149465.hl 

BLASTX 

g2244832 

143 

2.0e-09 

57 

60 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
48099 

leu701149620.hl 



7791 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3212871 

317 

2.0e-37 

88 

76 

(AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 

48100 

leu701149623.hl 

BLASTX 

g2146731 

186 

2.0e-14 

36 
94 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U49453) rofl [Arabidopsis thaliana] 

48101 

leu701149628.hl 

BLASTX 

g2499551 

139 

7.0e-09 

76 
42 

PUTATIVE LOW MOLECULAR WEIGHT PROTEIN-TYROS I NE- PHOSPHATASE 
>gi_1001408_dbj_BAA10030_ (D63999) low molecular ^ weight 
phosphotyrosine protein phosphatase [Synechocystis sp.] 

48102 

leu701149633.hl 

BLASTX 

g4097547 

148 

5.0e-10 

59 

21 

(U64906) ATFP3 [Arabidopsis thaliana] 
48103 

leu701149644.hl 

BLASTN 

g217902 

66 

6.0e-29 

174 

84 

Catharanthus roseus cyc07 mRNA, complete cds 
48104 

leu701149645.hl 

BLASTN 

gl2616 

100 



7792 



E value 
Match length 
% identity 
NCBI Description 



3.0e-49 

104 

99 

L.esculentum chloroplast trnY & trnD genes for tRNA-Tyr & 
tRNA-Asp 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48105 

leu701149647.hl 

BLASTN 

gl944341 

43 

2.0e-15 

51 

96 

Glycine max DNA for 
cds 



cysteine proteinase 



inhibitor, complete 



Seq. No. 48106 

Seq. ID leu701149674.hl 

Method BLASTX 

NCBI GI g2827709 

BLAST score 213 

E value 1.0e-17 

Match length 75 

% identity 57 

NCBI Description (AL021684) predicted protein [Arabidopsis thaliana] 

Seq. No. 48107 

Seq. ID leu701149761.hl 

Method BLASTN 

NCBI GI gl66933 

BLAST score 83 

E value 4.0e-39 

Match length 155 

% identity 88 

NCBI Description A. thaliana ubiquitin extension protein (UBQ5) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48108 

leu701149769.hl 

BLASTN 

g296408 

161 

1.0e-85 

185 
97 

G.max ADR12 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48109 

leu701149804.hl 

BLASTX 

g225280 

257 

1.0e-22 

86 

62 

rpoC-like ORF 548 



[Nicotiana tabacum] 



7793 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48110 

leu701149811.hl 

BLASTN 

gl69974 

138 

7.0e-72 

224 

91 

Glycine max vspA gene, complete cds 
48111 

leu701149882.hl 

BLASTN 

g256142 

179 

3.0e-96 

207 
97 

cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 1450 nt] 

48112 

leu701149901.hl 

BLASTX 

g3033399 

218 

5.0e-18 

86 

7 

(AC004238) hypothetical protein [Arabidopsis thaliana] 
48113 

leu701149920.hl 

BLASTX 

gl663648 

186 

3.0e-14 

70 

56 

(U75321) chromaffin granule ATPase II homolog [Mus 
musculus] 

48114 

leu701149965.hl 

BLASTX 

gl345132 

325 

1.0e-30 

80 
72 

(U47029) ERECTA [Arabidopsis thaliana] 

>giJL389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 



Seq. No. 



48115 



7794 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



leu701149981.hl 

BLASTN 

gl8588 

227 

1.0e-125 
238 
71 

Soybean gene 



3 for chalcone synthetase protein 



48116 

leu701149987.hl 

BLASTX 

g4539295 

157 

6.0e-ll 

37 

76 

(AL049480) putative protein [Arabidopsis thaliana] 
48117 

leu701149990.hl 

BLASTX 

gl89422 

112 

4.0e-12 

50 
80 

(M32110) proliferating cell nuclear protein P120 [Homo 
sapiens] 

48118 

leu701150007.hl 

BLASTX 

g2765244 

155 

1.0e-10 

46 

63 

(Y12807) invertase inhibitor homolog [Arabidopsis thaliana] 
48119 

leu701150068.hl 

BLASTN 

g710329 

51 

6.0e-20 

182 

88 

Arabidopsis thaliana 55 kDa B regulatory subunit of 
phosphatase 2A mRNA, complete cds 

48120 

leu701150123.hl 

BLASTX 

gl039355 

198 

1.0e-15 



7795 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 
59 

(X9217 9) alcohol dehydrogenase [Solanum tuberosum] 



48121 

leu701150129.hl 

BLASTX 

g3980380 

355 

5.0e-34 

83 

82 

(AC004561) putative enolase 



[Arabidopsis thaliana] 



48122 

leu701150149.hl 

BLASTN 

gl236948 

224 

1.0e-123 

244 
98 

Glycine max lipoxygenase L-5 



(vlxB) mRNA, complete cds 



48123 

leu701150156.hl 

BLASTX 

g4455357 

153 

2.0e-10 

78 
42 

(AL035524) putative protein [Arabidopsis thaliana] 



48124 

leu701150291,hl 

BLASTX 

gll84075 

142 

3.0e-09 

72 
2 

(U42444) Cf-2.1 

>gi_1587673_prf_ 

esculentum] 



[Lycopersicon pimpinellif olium] 
2207203A Cf-2 gene [Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48125 

leu701150334.hl 

BLASTN 

gl69974 

132 

3.0e-68 

231 

90 

Glycine max vspA gene, complete cds 



Seq. No. 



48126 



7796 



Seq. ID 


leu701150343.hl 


Method 


BLASTX 


NCBI GI 


g4115916 


BLAST score 


144 


E value 


2.0e-09 


Match length 


87 


% identity 


36 


NCBI Description 


(AF118222) F3H7.9 gene product [Arabidopsis thaliana] 




>gi_4539441_emb_CAB40029.1_ (AL049523) putative protein 




[Arabidopsis thaliana] 


Seq. No. 


48127 


Seq. ID 


leu701150350.hl 


Method 


BLASTX 


NCBI GI 


g3355620 


BLAST score 


361 


E value 


8.0e-35 


Match length 


84 


% identity 


82 


NCBI Description 


(AJ000235) partial sequence, homology to 




phosphoribosylformylglycinamidine synthase [Hordeum 




vulgar e] 


Seq. No. 


48128 


Seq. ID 


leu701150368.hl 


Method 


BLASTX 


NCBI GI 


g3746058 


BLAST score 


343 


E va 1 hp 

i— i v a±uc 


1 . Oe-32 


Match length 


75 


% identity 


77 


NCBI Description 


(AC005311) myb-related protein [Arabidopsis thaliana] 




>gi_4432813_gb_AAD20663_ (AC006593) putative transcript 




factor MYB [Arabidopsis thaliana] 


Seq. No. 


48129 


Seq. ID 


leu701150396,hl 


Method 


BLASTN 


NCBI GI 


g!70781 


BLAST score 


42 


E value 


1.0e-14 


Match length 


98 


% identity 


86 


NCBI Description 


Wheat ubiquitin carrier protein (E2) mRNA, complete cds 


Seq. No. 


48130 


Seq. ID 


leu701150402.hl 


Method 


BLASTX 


NCBI GI 


g417148 


BLAST score 


170 


E value 


1.0e-12 


Match length 


52 


% identity 


63 


NCBI Description 


PROBABLE GLUTATHIONE S- TRANSFERASE (HEAT SHOCK PROTEIN 




(G2-4) >gi 99912 pir A33654 heat shock protein 26A - 




soybean >gi 169981 (M20363) Gmhsp26-A [Glycine max] 



7797 



48131 

leu701150464.hl 
BLAST N 
g295867 
35 

2.0e-10 
67 
88 

E. coli transposon TnlOOO (gamma delta) tnpR and tnpA genes 
for resolvase and transposase 

Seq. No. 48132 

Seq. ID leu701150503.hl 

Method BLASTN 

NCBI GI g2791947 

BLAST score 45 

E value 2.0e-16 

Match length 113 

% identity 85 

NCBI Description Lupinus luteus mRNA for ribosomal protein L13a 

Seq. No. 48133 

Seq. ID leu701150508.hl 

Method BLASTN 

NCBI GI g3341442 

BLAST score 214 

E value 1.0e-117 

Match length 214 

% identity 100 

NCBI Description Glycine max mRNA for root nodule acid phosphatase 
48134 

leu701150522.hl 
BLASTN 
gl381675 
76 

8.0e-35 
80 

99 . . 

Glycine max small GTP-binding protein (sral) mRNA, partial 

cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48135 

leu701150529.hl 

BLASTN 

g414833 

116 

1.0e-58 

171 

96 

Glycine max (Rab7p) 



mRNA, complete cds 



Seq. No. 48136 

Seq. ID leu701150545.hl 

Method BLASTN 

NCBI GI g609224 

BLAST score 53 



7798 



E value 
Match length 
% identity 
NCBI Description 



3.0e-21 

97 

89 

P. sativum mRNA for SAMS-2 >gi_609558_gb__L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48137 

leu701150616.hl 

BLASTN 

g!69974 

61 

5.0e-26 

151 

91 

Glycine max vspA gene, 



complete cds 



48138 

leu701150618.hl 

BLASTX 

g2388582 

189 

8.0e-15 

54 

69 

(ACQ00098) Contains similarity to Rattus O-GlcNAc 
transferase (gb U7 6557) . [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48139 

leu701150683.hl 

BLASTN 

g2921218 

32 

6.0e-09 

36 

97 

Asbestopluma hypogea heat-shock protein Hsp70 mRNA, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48140 

leu701150734.hl 

BLASTX 

g4220511 

152 

2.0e-10 

46 

67 

(AL035356) DNA polymerase III like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



48141 

leu701150879.hl 

BLASTX 

g4567251 

286 

3.0e-26 
74 



7799 



o 



% identity 70 

NCBI Description (AC007070) unknown protein [Arabidopsis thaliana] 



oeq. no. 


4fi 1 49 

*± O -L 1 Z. 


Seq. ID 


Ieu701150947.hl 


Method 


BLASTN 




rr4 Rl 91 94 


Dij/ioi score 




E value 




jxiai-cn lengtn 


??4 


% identity 


o o 


jn^jdi Description 


7\ r ahi Hnr>«5 i thaliana a^nomic DNA. chromosome 5, PI clone: 




MHM1 7 romnlete secruence 


Seq. No. 


48143 


Seq. ID 


leu701151005.hl 


jxiernoa 


LJ±jr\iJ> ± LN 






tsiiiibi score 


47 
4 / 


Hi ValUc 


o np-1 7 


Match length 


7ft 


% identity 


on 
y u 


jnujdI Description 


cirwbi^sn +• — cihriolc nmtpin ( Gmhso2 6— A) aene, complete cds 


Seq. No. 


48144 


Seq. ID 


leu701151009.hl 


Metnoct 


DT ZVOrPM 
oJ_iiiO I IN 


NCBI GI 


go oi? uu^ 


BLAST score 


loo 


hi vaiue 


y • Uc O / 


Matcn lengtn 




% identity 




NU->i Jjcscripiion 


f^l irr- 1 n<a may palriPvin TTlRNA. COTtlDlete Cds 


Seq. No. 


48145 


Seq. ID 


leu701151072.hl 




DUfiO J-2\ 






BLAST score 


T7Q 


E value 


j. . ue ij 


Matcn lengun 




% identity 


O / 


NUr>± Description 


( at.O^ R R 9 R ^ nnfaf i vp nrotein TArabidotDsis thaliana] 


Seq. No. 


A Q 1 A C 


Seq. ID 


leu701151171.hl 


Method 


BLASTX 




rr?4 9941 1 




292 


E value 


1.0e-26 


Match length 


66 


% identity 


88 


NCBI Description 


PYRUVATE DEHYDROGENASE El COMPONENT >gi_1200524 (U47920) 


pyruvate dehydrogenase [Pseudomonas aeruginosa] 


Seq. No. 


48147 


Seq. ID 


leu701151201.hl 



7800 



